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(57) Abstract 

Novel hemopoielin receptor proteins (proteins having the amino acid sequences represented by SEQ ID NOS" 1 3 5 7 19 and 21V 

KH*. "r am,n ° 8Cid SCqU6nCCS dcrived from *" amino acid s^nccs of the above proteins by modification via'deletion, addition or 
substitution of one or more amino acids; genes encoding these proteins; a process for producing these proteins; and utilization of these 
proteins and genes. 
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Sfttt*Ji±OWftMS*»6*o*CD7T$ 'J -fc#SUf*iT^a (Hilton D.J., 
in "Guidebook to Cytokines and Their Receptors" edited by Nicola N.A. 
(A Sambrook & Tooze Publication at Oxford University Press), 1994, p8- 
16) o 

>^JiMH?^(TGF/?)^^<*:©§7 7 ^ »J-#$6tf e> ft, -eft* ft ©7 7 i l ) 
-T!g&S*>^*;ufia^®IW4#«££ftT^.5. dtic,©ft$#7 7' S U 
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i^<&(^ (Murakami M. et al., Proc. Natl. Acad. Sci. USA, 1991, 88, 11349- 

11353) o znb^**2.?>%®fczmb&<&mttvmn&tsi6 

«tt^««t:#4Lx ^CTrp-Ser-Xaa-Trp-Ser (Xaattffi&CD7 * y ©5 

5Ci:«^tl5, Cft3;T*£IL-llggft (Robb, L. et al., J. B 

iol. Chem. 271 (23), 1996, 13754-13761) s l/7f>^ft (Gainsford T. 
et al., Proc. Natl. Acad. Sci. USA, 1996, 93 (25) pl4564-8)&TJ c IL-13g£# 
(Hilton. D.J. et al., Proc. Natl. Acad. Sci. USA, 1996, 93 (1) p497-501) & 

$$6BJ3#£tt> Trp-Ser-Xaa-Trp_-Ser^-7£iJ-h'-f 3:*'J 

K£7'P-7 r K:/8^T7*7-^W T-'J^-f -fcf— >3>fc5VW4 
RT-PCE«|0^&t«|;D«f*SSSF(*Off*&KfTLTt?fco UfrU c©^- 
7£=3- Krs* n7 £ i/^-^- Ktggag(t/c)nnntggag(t/c)(nl4ft&©Jgg) 
^l5^S^^i:^l^C^^?>{Il4g/c^M^Hl^^©Sfi* i f)MSO^^' 7* 'J 
^f-tf-^3>CD||^^T-eM{3l5^S* s ^±{CM^ TW-f XLfcfc©£ 
It * jIS'J 1" €> c i: I4H#> T BUT * -a fc 0 
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NR8/? N NR8r ttiZZtitz 2 cxDSfc?®?^* Hiti t£. 

t h NR8 © cDNAE^Jft^ISit t^ * 'J =f 7 £ I/*?- K 75 -Y T-$ipJ 
fflU HS0&XPCR ^D-^i/^fcT^flg cDNA 77>J-£$M£:t 

fflV^fc 5'-RACEi£> 3'-RACE & £ HMt* 3 C h T% NR8 tC*fjfoT£v^;*;fB 

Hae^^ftonFomitcdtsbLfc.s&tLfc cdna j&se?»j£ 

fcStfceS* NR8 RlttKl^r^-f ^asf*:tft*-r5«B¥S1*KOffli4t:J:b, 
538 T ^ y ®i> 6 % 5 IOflftKKil££$tt9a 4 3- K1--6T**NR87i:, 1 
44 7^y«*»c,&S^«lSOqI»ttS$f*«§[a%3-K-r5T^^ NR8/? 

•>*MK:a3Vvcifc*tfci:£3s NR8rTli 98.9% ©i^ffl|5H4#^»£>*u 

NR8/?lC;fc^Tfc 97. 2%Offl 1^1+4 ^^ftfeo f§£ftfc NR8 

0 cDNA }8ifrZ7u-7 J A DNA 77 V-Jcft-f 

tot, *&BJJtix (1) EJ*J#^: lt^l-lttcor^yKMe t*»6 3 
©T^yKSPHtds^T let <t±a»fl©7^>'K©^ ttfln&tf/xii 
lt*tlffi©7$y'iMe tfr<=> 3 6 H4fiD7USISe r$-C07;;H 
*%m*%tz. (2) E?J#^ : 3fc5fN-fl{4©7$y'»Me t frfc 1 4 4 
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(7) iE?"JS^ : 2fcffl«0fia£E5»J*»6fc*DNAi:;W 

©7^UMe t fr£ 3 6 lftOTS ygS e r S-C©7^i»e,^5 

*»Wtt*fcv. (8) E*J«:4fcffi*0«aHB*Jfr&&*DNAi:yW 
7>J^XtSDNAtfJ-Ft5iajtTftoT, E8I## : 3t^"Tl(fl[ 

(9) E5Wf : 6£ffi8©JfiaE5yfre>&*DNAfc'W 
^U^XnDNAtfn-FtSIfiJIfifeoTs E3I« : 5 t^f ltt 
6D7^y®Metfr£>23 7(4©T^ e r ^T©^^ y$E?ija»£ft5 

*$8Wtt*fc* (10) K*J«: 8CJE*0*3£E^l3!P&ftSDNAi:^ 
-f7'J^Xt5DNA^-Kt5I6Itifcot, E?>J#^ : 7C*tl 
fiCD^^y^Me t 4>e> 5 3 8&CDT* >^S e rSTfOT" 5 -/«E5U*e>«C 

aaaRfcatfeWcras&afiRfcJt&r*. 

*&BJ3li3:fc, (11) E8IM: 2 0tcf5JB©ig»iE»£fc£DNAi: 
M7U^Xt5DNA#3-Kt5i6RT!fto"C, E5>J#^ : 19t* 
t H4cD7^l!Me 1 1*t> 1 4 4&©7* ^®Leu£T©T^$E?'J*» 

&&aafiKi:*ife»tra*«c»fiK*a^rs« 

(12) ®&m^ : 2 2fcfE«©Jfi£EflJ* i S>fc3DNA 
t/W7U^Xt5DNAtf3-Kt5IfiJl-C*oTx IE?'J#^ : 21C 
tjsT ltiLVTK ;SMe t fr£ 5 3 8&©7* y&S e T l ;miW 

fr6&aaa»fc«&tociRi3&aasi*jitt-rs. 
*«WI4*fex ( 1 3) ±E ( 1) - ( 1 2) o^rni* lotseacae 



RACE&tW-RACECJiSJBffi* NR87 j AiE?'J<DJ$#K £ e>£8:75-£X£ 
cn6NR8itfi?0*S*EI 1 3 C^r. NR8!fc?GD-5 £ N NR80ttSg 5x*y 

d^^f) pr*ttfts*i: L-c«ter* Riifett#»*. nrs? tt^aoaiR 

7*7 -f ^ > 7"®£I^ NR8 a ©C*«je#fc:NR83! 9 4 > h D > {3 £ & * 3 1 

NR8 a i:NE8 y tt t * MflSI&HillJOD^tfx^ > □ - K T 4 • NR 
8a&tfNR8r0ifffli!§F<3 >fctt*>^;i/£j^H4*Sfc**e>ft*ft0 

^^x^>^^^^#$nx^^i2?ycD^*,Boxi{3^t : E^-7i()Siifla 

d £ 4* c, , NR8& * * 2 > 7>;i/ $ fcmt 4 * * 7* (D ft t B * -5 * O 

^ : 1 (NR8a) , E?J&^ : 3 (nT*gMNR8/3) n E9JM : 5 (M££3!NR 
&/3) RVmm^'.l (NR8r) StfieH*3-Kr5cDNAO« 
SEfllfcEaiM : 2, IS?!J#^ : 4, E8IM : 6£tfE?>J3Mf : 8 C^t. 
tit. ;-if>j$#r<£>^ Ms *J8ejfo#* WCfc^T* 5kb^3 

SHL60i:Raj.itgtf)s ffe®£IOJiSft (HeLa N SW480, A549. G361) 
ISft (K562s M0LT4) £tt±< $Ba£gJfrfcfrofc 0 
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^<D£.tto¥mm&zmtz>zt*i%To £.V}^mmt una, tH*.tt\ iijfo 

^<DTl ;&m,m£plrm<Dg.nzm\-rZZt&-Z%2> (Kramer, W. and F 
ritz, H. J. Methods in Enzymol. (1987) 154, 350-367) » £tz. PCRt«t5 

BtiLftnm&mmfryxTi* (gibco-brlm) z&mLx. lei^/^i 

E3i«M£gAf*c:i:fcTt3o d*i J: t), EMM : K E 

8IM : 3, EMM : 5s EMM : 7 X EMM : 1 9, SfcttEMM : 
2 1 Confer SVKEMfr&fcSSaRfcfc^T, *04«S^»tStttK 

* : U EMM : 3> EMM : 5, EMM : 7, EMM : 1 9, *5<fc 
tfEMM: 2 l©v^■ri^*»t:^*tlS7 , $y'ttEW*©lXtt2fflW±^ » 
£L<&. 2{IW±3 0fIWT> «fcD»*L<tt21ifel±l 01WT©7^ 
»#fcfcL&*0. EMM: 1 n EMM: 3, EMM: 5 &VEMM : 
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■tf, MBP (t;|/H^ISI) *#aitff>fts. m«E**iT^Scn?>*3 
-KrSDNAfclteStffcfcOfcffl^acfcffTgSo 

M : 8* S5!l#-t : 2 0*«fca f iS5>J« : 2 2*e> 2 7 O^-ftifrtc 7*5**1 
5JMiE?"Jfr*>&3DNAi:;* h 'J>^x> h&lfeftTT^W 7'J XT* 

r-OlfefffcBU 0iJx.«42 o C, 2xSS(\ 0.1%SDS#3M:f £ft N »«t L < tt50°C\ 2 
XSSC, 0.1%SDST&£o IfciDlfJKtt, i^^ U >^x > |> 
tf£*l*o MXh V>iS*> htegkftbl*. 0>J;tfcf65 B C, 2xSSC£tf0.1%SDS 

DNA£®£Cl£#Tt*o 

S2?!!&^ : 3, m&m^ : 5 S E5»J*^ : 7 N iE^JS-t : 1 9 £ <fctfgB?"J#^ : 

5 avEBIM : 7 ©^T*ifr(C7B£ft37 S ^ ']>&<£ 
*>70%, $?£L<&'J>&< £&80%, L<tt'i>fc<i:*90%, £££ 

gaHOffiHttSft^-rslCtt, (Wilbur, W. J. and Lipman, 
D. J. Proc. Natl. Acad. Sci. USA (1983) 80, 726-730) izEffi CD T)l3 'J X 
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Witt* SV 407D : E-^-/x>A>t-*ffiflit5*^ Mulligan£CD£ 
m (Nature (1979) 277, 108) % £fcx HEFla 7 , n^-*-/x>A>tf-£ 
ttffl1"<5*£\ Mizushiia£<Z)£i£ (Nucleic Acids Res. (1990) 18, 5322) id 
fititt^StHlSr-S^fc^tS. 

£#-e#3o Witt^D^-* — fcLTBU lacZ^n^-*-, araBrn^- 
#-*mf ZZtifCZZo lacZrn^-^-fcttffl-rsa^ Ward*>GD;£i£ 
(Nature (1098) 341, 544-546 ; FASEB J. (1992) 6, 2422-2427) s araB^n 
t-^-SttffltS*^ Better (Science (1988) 240, 1041-1043) 

fcttittJ:^. 

**»^ pelB-> Pi-frBM (Lei, S. P. et al J. Bacterid. (1987) 169, 

4379) zmm-r na j:^. 

t»«BB»Ai:LTtt* SV 40s TtV* 

(BPV) £cDffi*©*cD*flH**c 1&± 

^y^UnS/ K ^>77z7-f (APH) iSfc?, t? (TK) m 

fi?, ^■a*-9->^>^7->*x*y^2/^ h7>77i7-B (Ecogpt) 
^bKDSIIBaTC** (dhfr) fltfi^SStrCfcff-eSSo 

^^-tlttt nf!L«l«Ifi*CD«Si^^^-* WittpEFx PCDM8, M&lffljlS 
&*©f§m<<?*-> W*ttpBacPAK8x ffifcia*®^'** * - % flittpMHU 
pMH2, Wfat) 4 JlZtiaMftftM^f ^JittpHSV, pMV N pAdexLcw, U V n 
4 im&lkO&m^t * s <?iJx.ttpZIpneo N SBfiifeiDfc&'S* 9 -^ 
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a\ (e. coii) , tt*B#fcie>ftTv*So 

9. BAtt* ««*fctT, DMEMx MEM> RPMI1640, IMDHSttJU-fcCIfctf-efc " 

^CD^x ^J3&ilifllfi (FCS) $0]foflltttt£#ffl*SCfcfcT?§SU fflEjfc 
i*JS*UT*<fc^. «*fiFOpHtt«6-8-ejfc«0#»iL^ o ^I±1TO30 

-40*crtti5'-200fifHfTV\s #gcjsi;TJ&*0$SL afu 8Hf£ira;Uo 

ilLTtts 7"^% fcy^ T^a, ti/^mMZtifiUZZ (Vicki 
Glaser, SPECTRUM Biotechnology Applications, 1993) . tit, nf?LSIligs$ 

Bittfx §Wfc*3DNA***jff*^>0J;3fcRrf*ClW£l££ 

7>^i;zzy^t^i:fl!ffll/Tt«k^, (Ebert, K.M. et al., Bio/Techno 
logy (1994) 12, 699-702) • 

@WJ:tSDNAS»ALfcM*-aD^^;i/7**>f d 
0*4 30#ifiJ; DBrSOEBESflS (Susumu, M. et al., Nature (1985) 
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E8I#9 : 1 9s fitfE*!*^ : 2 1 ©^rtlfrCii* 3*147" ^ >®E#Jfr£> 

©»aK*=J-Kf/5cDNAti\ flliltf, *g8MCI2«CD7 , D-7 , *fflV^ 

f#t)*lfccDNAX(icDNABfM-$ro-ri:LTx ^titcDNA?^ 

cDNA$f53i:^$5o cDNA7-f77'J-lt 0Hx.fcfSambrook, J. 
et al., Molecular Clonings Cold Spring Harbor Laboratory Press (1989) 
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its U37*U#^K^iI§£DNA77^> hOUA, ] )>ii-0) 

ttftk BBtt3 h*> (ATG) &tf/Xfcm&3 K> (ATT, TGAXIiTAG) ©If A3 

**W«>DNAtiU JliWit:ttBSJy«: 2©tt*E5»JC*^T441tt©Jl» 
Afr&^SffiOtt&Cfrfc&aDNA* E9J«: 40JfiSEaifc£^T441tt0 
Afr6872tt©JfiSA*»&fc*DNA, EfJg^f : 6 ©JfiSEflltiiV^ 659(4® 
Jg&Afr 6 1368&®i£SCfr N A£tf E?'J#^ : 8 OJgSE^JtCiJ ^T4 
41tt©lSSA/pe)2054ttOttaCipC)«i;5DNA, E5«J#^ : 2 OOffiSEWt 
&^xmti®t&Mfr$™tiL(D&mft<btiiZ>BliA, &tfE9J#5: 2 2® 
tta£EWt*^T439ffiOiaSAi»e)2052ttOJjlSC*f)a:5DNA4^-rs« 

*«ffl®DNAtt*fc. E*J#*: 2 N PJSf : 4 X E8IM : 6, E8I 
m^: 8, E8I#^:.2(K &VE50« : 2 2 *6 2 7 GH>rftfrK:^tffl 
£E*J*»6fc3DNAfcX h U >^*x> h^ftT-e/W ^ XT3DN 
AT»0,fl-3±ENM»fi)li:jil6Wt:B«&«filtft3- , K«DNAftd 

Ifefrfctt, mx.m2 0 C, 2xSSCx 0.1%SDS*s^t^^>n. » * t < li50°C, 2XS 
SC, 0.1%SDS-Cfc*o L<fck K^hU>yx>hftftfr#W 

Bx h y >s;x> hfcfcttfctt* ^Jx.«65°Cv 2xsscsifo.ixsds*« 

NA*f|«Cfc#-e*5. ±B®a4 7«J*r<f X**DNAttff£L<tt*iR 

fi&(DDNA, 0iJ x. c DNAXIii^fe^DNAT^So 
HSS^J(c^-rri:<, *&0J3®gat£:3-K«cDNA£/WXl)*W 
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tz IL3&#tt$BMfc * flffl r £ d £ # RTsgT th 5 o 



25 



¥s PA1-1 (Plasminogen activator inhibitor typel) iS£-? % ADE2jftf£^ N 
LacZ&fc^ > CDC25Hi|£? % £E U 5 C t tfHp * . 

two-hybrid systeitiU iI£ffl^e>tlT^££££ J; &#S5UT*J;V> U rU 
RgCD*<;/ hSffl^T**^- rfcflR0two-;W 7'J y F^rAO^y h £ UT 
l±> MATCHMARKER Two-Hybrid Systenu Mammalian MATCHMARKER Two-Hybrid As 
say Kit (V*f ti*>CLONTE(M) , HybriZAP Two-Hybrid Vector System (Stra 
tageneiO n CytoTrap two-hybrid system (StratagenellO £tl& 0 
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-)W *-<*>tt*iBtStt»k 0fl*.fcf#«; v;i"*-h80 (TM) N HC0-50fc#ffl 

t)#j0.1fr£100igs #*L<fctt&1.0frf>50a^ «fc (5 L < tt»1.0A» *>20mg 
T) fc*^Tti\ lBfcfc t? **J0.01A» e>30mg. iff * L < tt#J0. lfr <5>20iDg, «fc & 
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>£<D£i£(Galfre, G. and Milstein, C, Methods Enzyiol. (19 
81) 73, 3-46) SCftTfrdCfctfTg*. _ 

7 'J K-vtt*0«B #K**S0C+a«MU MRS-- 
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S. et al., J. Immunol. (1994) 152, 2968-2976 ; Better, M. and Horwitz, 
A. H., Methods Enzyiol. (1989) 178, 476-496 ; Pluckthun, A. and Skerr 
a, A., Methods Enzymol. (1989) 178, 497-515 ; Lamoyi, E. , Methods Enzy 
mol. (1986) 121, 652-663 ; Rousseaux, J. et al., Methods Enzymol. (198 
6) 121, 663-669 ; Bird, R. E. and Walker, B. W., Trends Biotechnol. (1 
991) 9, 132-137#hb) 0 
fcmmtot 1 * V x f- 1/ > y >J 3 -)\, (PEG) 3?CD&li#^ t&£Ltz 

b r tfi#fi*0£Sri£aa> £ S 7 ifcfcXttHs b h ffi{fcEl3*©CDR(*B*i& 
&£f£a) b H/iE<*:**©FR (7l/-A9-^fS) XV£#fiBafr £ fc* 

3l^i±«)tflEOffl«Xtt»*iS^Aftft3afttSi£(Eniyne-l inked immunosorbe 
nt assay ; EL ISA) *fc<fc Dfr-3 £ 

*«M©iftfrOlnS8^tStt*ai«-r4*iSi:LT, ELISA. EIA (g* 
j£&M£i£) x RIA &ZW±kftVi<*.&Zm^Z>Z.bftX' 

saoMittf, EiisA*ffl^*»^ *»w®ffitt*HfflflsLfcru- rfc*& 



TTVT 77/V/A7U 
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ttxf-;i/*^**-H0J:5ftfi<R7;mr^*^**-MII»ftN *7,*n 

^: ic^$n*ffiSE5«t:aiRWt:$^t:A-f ru^-f lXtt 
gSM^^-K-rSDNAtCD^n^A^rU^-r-lf-^a^^^t^l:* 

l < agoXn * 6 c» * L/ < tt95XW±©*»iWi±o«wttt *r * t * 

Xliiil 1 5 46® 7*7 >f t- i: U T t ffl T 5 o 

*«iW<07>f"b >7.* U n" 7 * l/** K3§*tt& *8i»©MR©8£ 
HttfcflUBUTx tt»eK*3-Kt«DNAXttmRNAC»^«Cl:C: 
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HI3{i, thJ£jfcIFK #*S«cDNA*»Si:LTSNl/ASK SN1/AS2, SN2/ 
ASK SN2/AS2© Tv 4 v-©*I&£fc t^RT-PCTi* £T 8« L fciSSm * 

BI4ti\ bh^ffFcDNA^^M^L-CS' -RACES, 3' -RACE&£||J6Ufc *' 

ia5(i> NR8a©cDNA©J£SE^J&tf7'^y$E^J£^-tET&3o RT- 
PCRtffl^fcr^-r T-©{i|l*$5gi-C^bfc 0 5 , iW3tP6JBt:, SNH798-827K 
SN2(894-923)x AS2(1055-1026K ASl(1127-1098)T*fe*o LASl£oi\Ttt5 
'J»ffl2ja£ttCTTtt&<* $V Afi3tE©AC4ffl^fco 

®6fci;,NR8a©c DNA©JfiSEflI&V7$ y ®E?'J©I3 5 ©i^£ *^1"H 

07ti N NR8iffOcDNA(Offla£EJa2iV7^ y»E5«*5%ria-C*«t. -o 
©Rrtfefctf-ri/U-x* >^7l/-A (ORF) fcijsLfco 
H8ttsNR8^©c DNA©*lfiE3»JaVT^ y«E5«*^rBI7©tfl5g©ia 

0 9ii, NRSrocDNACDiaaEyys^^ y»E5y*^ria-eife5.a#? 

ft* 7 7 -f > ^(C £ t) if A£ ft £ 1777* 5. y a^THTCa* t feo 

0 1 0 tt, NR8 r © c D N A © JMSE?>J Stf^ J J $E?'J £Sj*t-EI9©ffcS© 

mi HisNR8r©cDNA©^SEJ ? <JSV7'^y|gE^J§^-r01 0®l*S 
©0Tfe5o 

01 2ii,NR8©^iii§t:*j(t5^^y-if>yn^7 1 'f >?lz£*)MVxL 

iai 3ii,;.NR8ite^©*®^awt^t-ia-e*a 0 fl!s©»t)SLt:tt, (c 

A)n, (CAGA)n, (TGGA)n, (CATA)n, (TA)n, (GA)n, (GGAA)n, (CATG)n, (GAAA) 
n, MSTA, AT-rich, MLT1A1, LINE2, FLAM.C, MER63A, MSTB£^tfo 
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£±T©mn^tfx^>gg&aM&&^T-&3o il*©E5»l*jriS3C (qu 
ery)fc LTGenBankcDnrx— *^-*£BlastN(Advanced BlastN 2.0.4)7*0^ 

fit (Descriptions=10(k Alignments=100) 

C ©- 3I6«n #1500110) 7"n - TEfli ^ t t * ^ f -5 * n -> # 
f#£tlfc®-Cx ;©o%b r-$V Afi*^D-> h\ BACSOTAC) t 

180iS2£j&»5>&3ESI*JIia5£ (query) ^UTBlastX (Advanced BlastX 2.0. 

fcofcc: d 0&&®£fci&g? £ rnXm tTZtzlt). rExpect=1000. D 

escriptions=50(K Alignments=500j (Dffi^ffl^fco 
BlastXtCtS 2 &tfcjft<Z)i&£x 28CD* D-># 1 <lJiJl±C9gEfc]'\^tfx3 1 > 
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ata.S., Eur. J. Biochem. ,1994,220, 0 81-891) . mifitomBttteuz £ £ 

zii-mmizxnMLtzo 
-®ttBttia5#jfi) o 

NR8-SN1; 5*- CCG GCT CCC CCT TTC AAC GTG ACT GTG ACC -3' (EH*?: 9 ) 
NR8-SN2; 5'- GGC AAG CTT CAG TAT GAG CTG CAG TAC AGG -3' (E8i*? : 1 
0) 

NR8-AS1; 5'- ACC CTC TGA CTG GGT CTG AAA GAT GAC CGG -3* (E^J#^ : 1 
1) 

NR8-AS2; 5'- CAT GGG CCC TGC CCG CAC CTG CAG CTC ATA -3' (E3I*? : 1 
2) 

Human Fetal Multiple Tissuue cDNA Panel (Clontech#K1425-l)£g|I/ £ L 
Tmvc. ±E7?-fT-©ttato«CJ:SRT-pa«a*jfc - PCRlCliAdvanta 
ge cDNA Polymerase Mix <Clontech#8417-l)*m\ Perkin Elmer Gene Amp 
PCR System 2400tf-T-;utf -f * ^-*&m u TEOfHUfeffCT** L fc. 

fiP*b, PCR3M$ii x 94 8 CT4*h r 94'CT20?X 72"CT3#j £51f>f r 9 
4'CT20*J\ 70«CT3^j £5+M*;K rg^-^OfX 68 0 CT3#j £28? -f* 

H5C^bfcr5-fT-0ttjBA>£ % SN1/AS1," SN1/AS2, SN2/ASK SN2/AS2 

330bp, 258bp, 234bp N 162bpfiD1f -f X©A> KOJS 
®#®ft£*l*„ brlMaiK flw\ #ttficDNA*»fflfcLT*ftfLfclSjR, 
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4°CT20f'J\ 70°CT-4#j £5+M£;K fWCZZm, 68°CT"4^j £28tf4 * 

-&PCRCD£#fciU 94*CT4fl\ r 94°CT20g> x 70°CT-3#30fj>j £5tfO;i/s 
r94"C-C20»x 68°CT?3^30^j *281f-T 72°C-C4#> iJctWCtTftjg 

8£>*lfc-MP©PCRM$li3R;£fc&N huHBIrI^Ix pGEM-T Easy vector £-9" 

hK)^OJSa£Eai*fc£Lfc. £££9J®ft££ttfff£PtiL dRhodamine Ter 
minator Cycle Sequencing Kit&ttfflUABI PRISM 377 DNA Sequencer^ J; o 

3-2) 3* -RACES 

luffiONR8-SNir7'f T-§-*PCRtfflV\ £fc, NR8-SN275 
PCR£^T3'MCE-PCR£!£&fco 81 LT5'RACE-PCR|rI$, Human Fetal L 
iver Marathon-Ready cDNA Library PCRfSftCttAdvantage cDNA Poly 

merase Mixfc&fflLfco PCRHttfcfciiyiEs 3-l){£^bfeMt)T*ff ofcjS*. 

^;um> p-cDP(M&#fte>*ifc- 

f#f>ti£PCRl<$l£x huIBIrI^x pGEM-T Easy vectored* d-^>*U 
&4**12*D->0l£?m&;Lft£flU ±4yV- r«rJt©8SEai* 
^Lfco ^SiB^J©^^lix iftSBI^flL dRhodamine Teninator Cycle Sequ 
encing KitfcffifflUABI PRISM 377 DNA Sequencer £<fcoT*?*r£is;:fcoifco 
84 L fc£12 * □ - > £ & C#-©ffiSE5>J * * L to 

5' -RACE. r-RACET-^ti^niifS^tifeKrM- (8ll.lkbfcl.2kb) OJSSBEfll 
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53 



ill 2(C/tTo 5kb*J;U r 3-4kb{c2*Oat3*(7)^^l.-9-^X©mRNA^A 

ftu mm, nm, ml m&m, ^scaiBstifc. 

ttfiJfll#l<BIJfi««1fft5HL60fc^-*f h «J>7*-Tda*RajiCD2«ct:j3V\T ' 
X0)g&£3M$tf)8gift&mRNA©A*> K#&aj£*ifc 0 LfrL&tff), * 

* -f > mm® ate* mt^r?-*** 

*<D&$#R»£*lfcHuinaii Lymph Node (Clontech,cat#HL5000a) fcffl^fco 
7P-:/fcttNll8acDN.AWfr£m*fco 7u--7<Dfem&, Mega Pr 
iie Kit (Amersham,cat#RPN1607) fcfe/flU [a- 3z P]dCTP (Amersham.catlAAO 
005) tioT^W-fV h-rfcilLfco &7.2xlO 5 :/7-£0Humaii Lym 
ph Node cDNA Library*, Hybond N(+) (Aiershain,cat#RPN303B) ffWt-f d 

3>{i> Rapid Hybridization Buffer (Aiersham,cat#RPN1636) %&%ltz<> 

(?>'&, 65 , Cei4B#IS0A-r7*U* , 'f -e-*/3>%kMltzo (DlxSSC/O.lX 
SDS,MT15*h (2) lxSSC/O.U SDS,58°C-?3(bh (3) O.lxSSC/O.U SD 
S,58°raO#0£mcTft&£*T^£&x X,^7^;i/A (Kodak, cat#165-1512) 
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K> 483 bp #ft£nfcS5{4C poly A ^—;u#ftiO(3UTR-2)£;h,S cDNA £ p — 
>ts 2397 bpftftSftfcffffifcpoly A ^-;U#ttfln(3UTR-3)£ ft* cDNA £ 
□ ->GD#£#fi£!2£ftfco -^x ±HEC t fcoTiE?"J£&£L£2*n-->® 
NMjffC^Ttt* ftft*> 3UTR-3 ©JfiaEI2fl|*$A/Wfc. TSB®£1 0£ n 
Ztl^-Ctzm^tltz cDNA LT^fc 3' * 

fcftfc. £fc*NR8r cDNABEai©HR*±:J K II L 3UTR-K 

3UTR-2 3UTR-3 ©i&£K?!l£x *ft*ftE8l*^ : 2 3> IS?"J#^ : 2 4 
&tfE8l« : 2 5 £5* Lfc. 

$ 6 1 NR8/?cDNA Efll ©fflaR&Jil^ h* > f, €9 L ®^<D 3UTR-BK 3 
UTR-B3©igXiE?!l£x ^ft^ftiE^J*^ : 2-6fcJ:tfEaiS9 : 2 7t^Lfc. 

*1 0 



NR8 cDNA ^D-> 3'-UTR B8I 



NR8cr 3UTR-1 

M&0 3UTR-B1, 3UTR-B3 

NR8r 3UTR-1, 3UTR-2, 3UTR-3 



-Y > yoffiaoftft 6 1\ 3' 3MN$«ftftlttE?!J0 A3 ic «t o T * * ©H 
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*J; lftGDMeta»£K 2 2 8{4©Glu^T) Kr*DNAKfr§ t Mfeftjrn 

7* ■> > IgGl <DYcm® £ 3 - K r 3 DNA»r# -f > 7 U - A T $ « 5 z 1 £ 

igGi-Fc^u- K-r5Rr»ttB^»eno«iJt©fliAiaftiai 4c, * 

1 5*j;rjf 1 6cst. SE»^ae : F»f>i-*nia» ! *aiJB-ei6aqrfi63!ji7 , 7^ 

C ©pEF-NR8/IgGl-Fc*«AI&«iaiBiK:9fij|!|«a* ^r, L fc iI£^#A*fflfla 

6)-3 NR80©l63MMIMRfcy 3>K*> hNR8/?gaifCD*igg 
«fiHMg^S';*>K©«#, *3l^H:BIAcore (Pharmacia^) -$>-7i* h 

SaRCDfflKSfTofc. NR8/? cDNA©:r* ;||D-f^ >^E5»J*fflU N »± 
-f >7l/W>TFMG^:7?-K*3-Kr3j«E*JC8££tffco -£CD*g 

SI^*-£pEF-B0S/NR8/? FLAGii^ftltfeo «MgLfc«S^**-4»0#A 
»ifrNR8/? FLAG<2$jI®*ltOT£!a 1 4 t^fo £ £ £NR8/? FLAGtf)J&SE?'J 
ts Zti1*z2-Yt%%.W%ffete7 X ^KEW*EW*^ : 17£J:tM8fc: 
a*r. CCDpEF-B0S/NR8/? FLAG$iii?Lilltltt(C^$iJ^^^-a- x ££Lfc»£ 

IS£> #iFLAG^7*^ Ktt(t*fflV%T*«etR*fTaci:)!)«Rrfl6T»t)x fcSl^ 
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la^t, 4 'C /12BSIHJ®£{S*33C&ofc. PCR mmt pGEM-T Easy vecto 
r (D&fc^mWkZ-ft&s *8§@ftDH5a(Toyobo #DNA-903)*JBRI5ft-f 5 z b 
iZ&^Tmbintzo £tz, ftfc^mWkZ.&VMftUz&s Insert Check Ready B 
lue (Toyobo#PIK-201)£fflVAfc o JM&E5>J©ifc£CB\ BigDye Termi 

nator Cycle Sequencing Ready Reaction Kit (ABI/Perkin Elmer#4303154)£ 
ffifflU ABI PRISM 377 DNA Sequencer oTfl¥#r££5<I&o fc 0 ffi£"T3 

ssiUs R-oteM»tfi*rattn.Ew*«»t).n, **i*>##tcmNR8®g&# 
7-3) vtzm&B^ttgmxvziztisyt-i-vr^j-T-ni&Et 

7-2)T-f# btltz mNR8 © &&lg£E*l * *> h £ „ v ^ 7> NR8 lzftm$}te* U =f 

(TM^lSl) £ BNR8-SN3 *fc7>*"fe>;iffl (JiM^IrI) fc mNR8-AS3 £ 
■etl^ft^Ei&Lfco 7*9 >f v-co£$fcfciu ABI&C0 394 DNA/RNA Synthesize 
r £&J?1U 5'-*igr >) l-JimttM&lfrlZTnMLtzo OPC column (A 

BI#400771) £T> £±S©£j*SttSI8«Ufc. cn& 77 •< T-ttSia© 5' 
-RASES. £in , -RACEi£{C$i{fcLfco 

mNR8-SN3 ; 5'- TCC AGG CGC TCA GAT TAC GAAJAC CCT GCC -3' (IE?'J#^ : 

2 9) 

mNR8-AS3 ; 5'- ACT CCA GGT CCC CTG GTA GGA GGA GCC AGG -3' (EflJ*^ : 

3 0) 

7-4) 5HLACE&C£3 N**g cDNA©^D-- >^ 

mNR8(Z)±fi cDNA %mUT ZlttblZ, NR8-AS2 7*5 << T- (iE?'J#^ : 1 2) 
4-<fcPCR£ffll\ ££x b&«©iNR8-AS3 (E8I#^ : 30) $ 

— ^ PCR fcfH^-C 5-RACE PCR £sE^feo LT Mouse Brain Marathon-R 

eady cDNA Library (Clontech#7450-l)*flH\ PCR flttCtt Advantage cDMA 
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7-5) V-UCimtZ&Z C*3g cDNACD^n-^>^ 

iM8<D±S. cDNA Z%MTZ>tzSblZ, NR8-SN1 (IS^JS^ : 9) 

S-fcPCRCfliV^ tits mNR8-SN3 7^ (E?J#^ : 2 9) £Z#PCR 
izm^X 3-RACE PCR £!£^fco SSSt LT Mouse Brain Marathon-Ready cDN 
A Library gffll^PCR Advantage cDNA Polymerase Mix Z&mLtzo 

Perkin Elmer Gene Amp PCR System 2400 V—TfrV't 9 =? — £&fliU I5IB 
|51&<Z>PCR *f«H«SLfc»*s #-©tf*X4*TPCR£1fc#?»e>ftfc 0 19 
&ftfc PCR £$9&x buIS 7-2) OSBtt tittle pGEM-T Easy vector n 

U ^>"9--hirfr©*«E5ll©a3£*43-c:&ofclSj|l, mNR8 cDNA 

*D-><OC3fcfflEai*£A/C^S£i:£Btf>fco 3®3'RACE-PCR01gms ft 
ST? % t » huIB 7-4)C*^Ti*S L fc 5'RACE-PCR gtlCD&SIEJaj i: 

*»Wt^±fiiHR8y, mNR8/? cDNA <D 

±tt«E8l*i*5feLfc. &JfcUfcmNR8r cDNA O^SE^JSV-^tl^u— Kt" 
57^TOJ$?n?WJSf : 2 2£efctf2 lt^f- fciSLfc 
mNR8/? cDNA ©JiaiE^JaV^ntfa- Kf 57"^ ^KE^J*E5UM : 2 0 

7UWJ^t h^v^XONR8^CiJlvjCJtt!tLfei:C:5sNR8rT{±9 
8.9X ©*WBEH4j& i B»&*U -jSfNR8£fc:i5lvC* 97.2X©ffirattftBttfc. 

«LfcfS*£l21 6CEiUfc, bh&lT^* NR87©7 5yKE5»J 

aHfl«jt:f«LfciNR8 7N Sl^mNR8^cD^±ScDNAOi^#ttt h NR8 PI HI 
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TZtztbiZs RT-PCR»tfat3£3 mmofcfflfcfTofco RT-PCR JBtftflJlt* 
-fe^Xfl! (TM#IrJ) 7*5^ T-C NR8-SN1 75^7- (IE 
*U«: 9) 7>?-i:>X{IJ (±Sft2ffl) 75^7-1: NR8-AS1 Pr 

imer ZMIRLito tUMt LT> Mouse Multiple Tissuue cDNA Panel (Clontec 
h #K1423-l)S/8^fc. PCR £ti Advantage cDNA Polymerase Mix (Clontech#8 
417-1) £fiKv.Perkin Elmer Gene Amp PCR System 2400 v;i/-9->f £ — 
£<$fl3Lfco PCR fijfcttTffiCDIM *Jt>lfeftCTlOlS-f SCiiT, 

PCR *fttt\ 94°CT* 4 fl\ T94-CT- 20 &\ 72°CT 1 # j * 5 9)1* 1~94X 
T- 20 8\ 70°CT 1 #j * 5 -tM rg^Q-c* 20 S\ 68°CT* 1 #j * 24 "!M 

72°CT*3fl\ £«ttM 0 CiCTiiS§^ T**5o 
RT-PCR <D*£3I£0 1 8{C^-T3l»3s 17 B Bmz&\,^TmMfc?(D 

©■RNAC*^T«J*«*ifte^fBa#B»6nfc.*fe»tf CttfflLfc±T© 
iSCWLtx "T^X v-$ffliA±|BPCRISl^(ZTMe7^^-^ 
>7Sfc^ G3PDH ©$83i£&iiir £ C fC N -?«)»Sg mRNA CD □ K 7 
;ur^T Normalize (ISWb) £*iT^a;: ££8iISLTU<5o £fc> 

t&tb£*i£ m-?ci mmmywy- j xia. 320 bp-r^o, c*n±asLt*s 

PCRi|<iKfcCJ;SSirc*Sfc#*&;lxfc. ccd;: £ ^HlcfitsST^fcAtc, 
17 BiEtiJ^Tli*B^tLfc PCR jg^^H?I3 7-2)13^^, pGEM-T Easy vecto 
r >^L, JgSeBPJ&ftff tfc, ^CD^^vh?^ NR8 

SiE?iJT*& 3d 2M*Rtt&PCRJfMfcJ;*S&Ta3^fl&tt*££ 

8-2) ;-if>7D>yf^ >»i57^^ NR8 jfie^CDfc&ttflgfPflr 
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[*K0fl9] T*-?-*** U-->^{C<fc5 NR8t£*$V Afifi^OlMI 

a dna^ 7? 'j-wtsr^-^n-f 7>j^-f -g— ^3>*a*fc 0 

7-f77"J-i: LT Lambda FIX II fc8t^£ftfc 129SVJ** Genomic DNA (Str 
atagene#9463l3)£flH'»£o #J 5. Ox 10 s 77 — V Of J A -7 -f 7*7 »J — 
UHybond N(+) (Amersham #RPM303B)ft*ffitJ- r f o >IKt:7 r D -f >7Ltz 
^ -*^^»;-->^Cffi«Lfc. 7*n-7£fciu ijyIE7-4)tCT?#£>ftfc, 
5'-RACE mVa<D NR8/3 cDNASrfr*JH*fc« 7"D — y©HRtt|5ffi 8-2)^ttH Me 
ga Prime Kit £/B^[a- 32 P]dCTP Ciot^W'f V r-7**MLfco 
^y^-f-tf— £/3 >£& Express Hyb-ridization Solution & AH ^ 65°C/ 30 

#o 7 i/ ;\ -r 7 >; ^ w € - *s a > ft&ft $ -a- &«iK r n - 7 § in tl . 65°c 

X ;i/A(Kodak, cat#165-1512), tzMftL. t*?7. NR8 $£$.7^ 

ft#£#fci: N (1) lx SSC / 0.1% SDS, 5 #\ (2) lx SSC / 0.1% SDS, 

58°CT30fl\ (3) 0.5x SSC / 0.1% SDS, 58°CT- 30 #T*&3o 

*©e*. ms* aR^ttaBtts^rx aa:Lfci6^D->^e>jifco - 
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1. E?"J#^ : nc^1-l(4©y^y^Me t*»c,3 6 ltiL<D7Z;mS 

2. E#I#^ : 3 ltiLOT* ;mMe tfrb 1 4 5 J g?L e 

£Me tfr£> 1 4 4&£>7 * y£L euiW; y£E?«Jj!)>£>fc3gGff £: 

3. E?"J#^ : 5lC^tH£[07;yS!lMe t 2 3 7{4®T^ /KS 
e r$f©7> yttEaifr&fcSSaRx XttKSaft+OT'S y'KEfllfc* 
^TlfK ttltftfl® 7" 3. J <mRV/X.teib<DTZ J £ C «t § 
!llfttJ:0»»*nfc7^>'»E5>J/P6«:?) > _E5y« : 5tS*t 1S©7< 
y£Me t 2 3 7&CDT^ V£S e r STOr S yfiEWiPfcfcSSSH 

4. E?"J#^ : 7t^ri(ft©T^y»Me t*6 5 3 8&<Z>y<;£S 
e r*T®7 5 yfiE^J/P^^SSeJls Xtt8SGH4»©7' * y »E5>JCii 

l«b<t±aftffl©T^>'£0^5fe. ftl«iau f /Xttffc©7 , 5 ^Kt:«tS 

^BMet*6 5 3 8tt<07$ y£S e rlT'07^iiE5iJiP^^51fiI 
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1 1. &?U#^ : 2 OlcgafBomgge^ja^&SDNA^/wrijy.f X 
T5DNA^-Kf5iai-C*otv IBJiJS^ : 1 9 tc^f 1 ^ ^ 

1 2. i2?!j#^ : 2 2 £3B«©ig£E9Ufre> N A 7 <J £^ X 
1" 3DNA#3- K-rSSSIlTfeoTx SWUM : 2 1 iZTjk? ltiL<D7Z; 
tMe 1 7b» 5 3 8&©T^ /User ^Ki!E3 ? !j* i i=>&&|g6lt£; 

1 3. mm% 1-1 2©^rtiiPl^t:iattfiDffi6Hi:fl!i©'<7 , f- KXii 

14. 3©V^-rn3&»lJSt:gB«©fliajC*3-Kr4DNA. 

is. mmMi 4cga«®DNA#»A£tifc'<**- 0 

1 6. 4CSB«©DNA*«aqrfi6t:fi8j$rs^Hte«li*:. 

1 7 . 1 6 £ffi*©JBHtetttt*Jg*f SXgfc^iN Mig 1 ~ 

XH X iJj;^ 

(b) if^ciii- 1 3(D^?tifr lsitis-aogeHttg^-rsfStt^wrs 

1 9. »#ai-l 2 0^rft*MJS£IBIM>S6KC#l,TftgW££ 

2 0. IfM 1 9icIB^Ofiii*:i:, aitjfcJl 1 ~ 1 3 ©^"ftifr 1 JgtsaUffi 
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2/19 



[Xffl£ (Query) : 39181-39360] 

NR8 39233 HQVKPAPPFN--VTVTFSGQYNI SWRS-DYEDP AFYMLKGKLQY 39355 

hIL6Ra 214 LQPDfiANI-mAVAR^^ 257 

hgp130 218 YKWNPHNL--SyiNSEELSSILKLTWT-NPSIKSV--nU(YNIQY 261 

rOBRb 234 yKPDPPLGLRHEVTDDGNLKISWDS-QTKAP 263 

[XRI3 (Query) : 42301-42480] 

NR8 42307 VPSPERFFHP L YKGCSGDFK 42366 

mIL9R 305 IPSPEAFFHPLYSVYHGDFQ 324 

HIL9R 305 VPSPAMFFQPLYSVHMGNFO 324 
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mm** mmm 
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10 20 30 40 50 60 70 80 

GGCAGCQGCGGCCTCAGACAGACCCACTGGCGTCT^ 

90 100 110 120 130 140 150 160 

CTCTCCCTGAGTGTGGCra^ 

170 180 190 200 210 220 230 240 

ACCnCCTTGCCGTCTCmCCTCTGTCTGCT^ 

250 260 270 280 290 300 310 320 
ACAGGTCTTATGACAGCCTGAnGGTGACTOJGK^ 

330 340 350 360 370 380 390 400 

CTCATCTGTCACCCCCACGCTGMCCCAGCTGCCACCCtt^ 

410 420 430 440 450 460 470 480 

CTGAGAAAGAAGCCGAAACAGAAGGCCCGTGGGAGTCAGCATGCCGCGTG^ 

MPRGWAAPLLLLIL 
490 500 510 520 530 540 550 560 

TCCAGGGAGGCTGGGGCTGCCCCGACCTCGTCTGCTACACCGAnACCTC 

OGGVGCPOLVCYTDYLQTVICILENW 
570 580 590 600 610 620 630 640 

AACCTCCACCCCAGCACGCTCACCCnACCTGCmGAK 

MLHPSTLTLTWQDQYEELKDEATSCSL 
650 660 670 680 690 700 710 720 
CCACAGGTCGGCCCACAATGCCACGCATGCCAttT 

HRSAHNATHATYTCHHOVFHFMAOOIF 
730 740 750 760 770 780 790 800 
TCAGTGTCAACATCACAGACCAGTCTGGCMCTACTCCCAGGAGTGTGGCAGC^ 
SVN I TDQSGNYSQECG_S FL'LAES I KP 

810 820 JB30 840 850 860 870 880 

GCTCCCCCTTTCAACGTGACTGTGACCnCTCAGGACAGTATMTATCT(^ 

APPFNVTVTFSGQYNISWRSDYEOPAF 
890 900 910 920 930 940 950 960 
CTACATGCTGAAGGGCAAGCnCAGTATGAGCTGCAGTACAGGAACCG^ 

YMIKGKLQYEIQYRNRG$PVAVSPRRK 
970 980 990 1000 1010 1020 1030 1040 
AGCTGATCTCAGTGGACTCAAGAAGTCTCTCCCTCCTCCCCCTGGAGnCCGCAMGACTCGAG CTATGAG 
LISVDSRSVSLLPLEFRKDSS Y E I Q V 
1050 1060 1070 1080 1090 1100 1110 1120 
CGGGCAGGGCCCATGC CTGGCTCCTCCTACCA^GGGACCTGGAGTGAATGGAGTGA CCCGGTCATCT^ 
RAGPMPGSSYQGTWSEWSO PVIFQTQS 
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me 



1130 1140 1150 1160 1170 1180 1190 1200 
AGAGGAg TTAAAGGAAGGCTCGAACCCTCAOTGCTtmCTCCTCCTK 

EELKEGWNPHLLLLLLLVIVFIPAFVS 
1210 1220 1230 1240 1250 1260 1270 1280 
Gan"GAAGACCCATKAnGTGGAGGCTATGGM 

LKT.HPIWRIWKKIWAVPSPERFFMPL 
1290 1300 1310 1320 1330 1340 1350 1360 
TACM(SKICTGCAGCGGAGACnCMGAMTGGGTGGGTGCACCCTTCACTGGCTCCAGCCTGGA 
YKGCSGDFKKWVGAPFTGSSLELGPWS 
1370 1380 1390 1400 1410 1420 1430 1440 
CCCAGAGGTGCCCTCCACCCTGGAGGTGTACAGCTGCC^^ 

PEVPSTIEVYSCHPPSSPVECOFTSPG 
1450 1460 1470 1480 1490 1500 1510 1520 
GGGACGAAGGACCCCCCCGGAGCTACCTCCGCCAGTGGGTGGTCAnCCTCCGCCACTnCG^ 
DEGPPRSYLRQWVVIPPPLSSPGPQA 
1530 1540 1550 1560 1570 1580 1590 1600 
AGCTAATGAGGCTTiACTGGATGTCCAGAGCTGGCCA^ 
S * * 

1610 1620 1630 1640 1650 1660 1670 1680 
TGTGAAGACACCTGCAGCCTnGGTCTCCTGGATGGGCCTTTGA^ 

1690 1700 1710 1720 1730 1740 1750 1760 
GTGTGTGTGTGCATATGCATGTGTGTGTGTGTGTGTGT^ 

1770 1780 1790 1800 1810 1820 1830 1840 
TGCCTGTGGGCCTGGSATAATGCCCATGG^^ 

1850 1860 1870 1880 1890 1900 1910 1920 
CATGTGCACAAGTGTGCAWGTAAACGTGTTTGTGGTCMCAGAAAAAAAAAAAAAAA 

1930 
AAAAAAAAAAAAAA 
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127 



10 20 30 40 50 60 70 80 

GGCAGCCAGCGGCCTCAGACAGACCCACTQGCCTCTCTCTGCTGA^ 

90 100 110 120 130 140 150 160 
CTCTCCCTGAGTGTG(HrrGACAGCCACGCAGCTGTGTCTGTCTGTCTGCGGCCCGTGCATCCCT 

170 180 190 200 210 220 230 240 
AttnCCnGCCCTCTCTTTCCTCTGTC 

250 260 270 280 290 300 310 320 

ACAGGTCnATGACAGCCTGAnGGTGACTCGGGCTGGGTGTGGAnCTCACCCCAGGCCTCTGCCTGCTTTCTCAGACC 

330 340 350 360 370 380 390 400 

CTCATCTGTCACCCCCACGCTGAACCCAGCTGCCACCCCCAJJAAGCCCATCAW 

410 420 430 440 450 460 470 480 

CTCAGAAAGMGCCGAAACAGAAGGCCCGTGGGAGTCAGCATGCCGCGTGGCTGGGC^^ 

MPRGWAAPLILILI 

490 500 510 520 530 540 550 560 

TCCAGGGAGGCTCGGGCTGCCCCGACCTCGTCTGCTACACCGAn 
QGGWGCPDLVCYTDYLQTVICIIEMW 

570 5B0 590 600 610 620 630 640 

MCCTCCACCCCAGCACGCTCACCCnACCTGGC^ 

NIHPSTITLTWQDQYEELKDEATSCSL 

650 660 670 680 690 700 710 720 

CCACAGGTCGGCCCACMtGCCAOS^TGCCACCTACACCrrGCCACATGGATGTAn 
HRS. AH. NATHATYTCH M^D. VFHFHAOOIF 
MPRHPPTPA T W MYSTSWPTTF 
730 740 750 760 770 780 790 800 

TCAGTGTCAACATCACAGACCAGTCTGGCAACTACTOCAGGAGTGTGGCAGCTn 

SVNITDQSGNYSQECGSFLLAESKSE 
SVSTSQTSLATTPRSVAAFSWL RASPR 
810 820 830 840 850 : 860 870 880 

GAGAAAGCTGATCTCAGTGGACTCAAGAAGTGTCTCCCTCCTCCCCCn^GAGn 
EKAOLSGLKKCLPPPPGVPQRLEL* 
RKL ISVDSRSVSLLPLEFRKDSSYELQ 
890 900 910 920 930 940 950 960 
AGGTGCGGGCA(X3GCCCATGCCTGGCTCCTCCTACCAGGGGACCTGGAGTGAATGGAGTGACCCGGTCATCTTTCAGACC 

VRAGPHPGSSYQGTWSEWSOPVI FQT 
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0 8 

970 980 990 1000 1010 1020 1030 1040 

CAGTCAGAGGAGnAMGGAAGGCTGGAACCCTCACCTGCTGCnCTC^ 

QSEELKEGWNPHLLLLLLLVIVFIPAF 
1050 1060 1070 1080 1090 1100 1110 1120 
CT(&*GCCTGAAGA(XCATCCAnCTGGAGGCTATGGA^ 

WSLKTHPLWRIWKKIWAVPSPERFFMP 
1130 1140 1150 1160 1170 1180 1190 1200 
CCCTGTACAAGGGCTGCAGCGGAGACTTCAAGAMTGGGTGGGTGCACCCTTC^ 

LYKGCSGDFKKWVGAPFTGSSLELGP 
1210 1220 1230 1240 1250 1260 1270 1280 
TGGAGCCCAGAGGTGCCCTCCACCCTGGAGGTGTACAGCTGCCACCCA^ 

WSPEVPSTLEVYSCHPPSSPVECDFTS 
1290 1300 1310 1320 1330 1340 1350 1360 
CCCCGGGGACGAAGWCCCCCCCGGAGCTACCTCCGCCAGTGGCT 

PGDEGPPRSYLRQWVVIPPPLSSPGPQ 

1370 1380 1390 1400 1410 1420 1430 1440 

AGfiCCAGCTAATGAGGCTGACTGGATGTCCAGAGCT 

AS** 

1450 1460 1470 1480 1490 1500 1510 1520 
TGTGATGTGAAGACACCTGCAGCCTnGGTCTCCTGGATGGGCC^ 



1530 1540 1550 1560 1570 1580 1590 1600 
CATATGJGTGTGTGTCiCATATGCATGTGTCT 



1610 1620 1630 1640 1650 1660 1670 1680 
(HaCGTGCCTGTGGGCCTGGGATAATGCCCA^^ 



1690 1700 1710 1720 1730 1740 1750 1760 
TCACCCATGTGCACMGTGTGCACAGTAAACGTGTnGTGGTCM 



1770 1780 
AAAAAAAAAAAAAAAAAAA 
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09 



10 20 30 40 50 60 70 80 

GGCAGCCAGCGGCCTCAGACAGA(XCACTGGCGTCTCTCTGCTGAGTGACCGTMGCTCGGCGTCTG^ 

90 100 110 120 130 140 150 160 
CTCTCCCTGAGTGTGGCTGACAGCCACGCAGCTGTGTCTGTCTGTCTGCGGCCC^ 

170 180 190 200 210 220 230 240 

AttTTCCTTGCCGTCTCTTTCCT^ 

250 260 270 280 290 300 310 320 
ACAGGTCnATGAWGCCTGAnGGTGACTCGGGC^ 

330 340 350 360 370 380 390 400 

CTMTCTGTCACCCCCACGCTGAACttAGCTTC 

410 420 430 440 450 460 470 480 

CTGAGAAAGAAGCCGAMCAGAAGGCftXTGGG^ 

MPRGWAAPLLLLLL 
490 500 510 520 530 540 550 560 

TC&GGGAGGCTGGGGCTGCCCCGACCT(CT^ 

QGGWGCPOLVCYTDYLQTVICILENW 
570 580 590 600 610 620 630 640 

AACCTCCACCCCAGCACGCTCACCCTTACCTGGCMGACCAGTAT^ 

NLHPSTLTLTVQDQYEELKDEATSCSL 
650 660 670 680 690 700 710 720 
CCACAGGTCGGCCCACAATGCCACGCATGCCAC^ 

HRSAHNATHATYTCHNDVFHFHADOI F 
730 740 750 760 770 780 790 800 

TCAGTGTCAACATCACAGACCAGTCTGGMACTACTCCC^^ 

SVNITDQSGNYSQECG-SFLLAESIKP 
810 820 830 840 850 860 870 880 
GCTCCCGCTTTCAACGTGACTGTGACCTTCTCA^ 

APPFMVTVTFSGQYN ISWRSOYEDPAF 
890 900 910 920 930 940 950 960 

CTACATGCTGAAGGGOWGCnCAGTATGAGCTGCAGTACAG^ 

YMIKGKLQYEIQY RNRGDPWAVSPRRK 
970 980 990 1000 1010 1020 1030 1040 
AGCTGATCTCAGTGGACTCAAGMGTGTCTCCCTCCTCCCCCTGGAGTTCCGCAAAGACTCG^ 
LISVDSRSVSLL PLEFRKDSSYELQV 
1050 1060 1070 1080 1090 1100 1110 1120 
CGGGWGGGCtXATGCCTGGCTCCTCCTACCAGGGGACCTGGAGTGMTGGAGTGACCCGGTCATCTnCAGA 
RAGPHPGSSYQGTWSEWSDPVIFQTQS 
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mi 0 



1130 1140 1150 1160 1170 1180 1190 1200 
AGAGGAtnTAMC^GGCTGGAACCCTM 

EELKEGWNPHLLLLLLLVIVFIPAFWS 
1210 1220 1230 1240 1250 1260 1270 1280 

GCCTGMGACCCATCCAnGTGGAGGCTATGGAAGMGATATGGGCCGTCCCCAGCCCTGAGCGGncn^ 

LKTHPLWRLWKKIVAVPSPERFFHPL 
1290 ; 1300 1310 1320 1330 1340 1350 1360 
TACMGGGCTGWGtGGAGACnCMGAMTGGGTGGGTGCACCCTTCACTCGCT 

YKGCSGDFKKWVGAPFTGSSLELGPWS 
1370 1380 1390 1400 1410 1420 1430 1440 
CCCAGAGGTGCCCTCCACCCTGGAGGTGTACAGCTGCCACCCAC^ 

PEVPSTLEVYSCHPP RSPAKRLQLTPI 
1450 1460 1470 1480 1490 1500 1510 1520 
TACAAGAACCAGCAGAGCTGGTGGAGTCTGACGGTGTGCCCAAGCCWGOT 
QEPAELVESDGVPK PSFWPTAONSnR 

1530 1540 1550 1560 1570 1580 1590 1600 
TCAGCnACAGTGAGGAGAGGGATCGGCCATACGGCCTGGTGTC^ 

SAYSEERDR PYGLVSIDTVTVLDAEGP 

1610 1620 1630 1640 1650 1660 1670 1680 
ATlKaCCTGGCCCTGCAGCTGTGAGGA^ 

CTWPCSCE DDGYPALDLDAGLFPSPGL 

1690 1700 1710 1720 1730 1740 1750 1760 
TAGAGGACCCAtrrCTTGGATGOGGGACCACAGTCCTGTCCTGTMXTGre 
EDPL LDA'GTTVLSCGCVSAGSPGLGfi 

1770 1780 1790 1800 1810 1820 1830 1840 
CCCCTGGGAAGCCTCCTGGACAGACTAAAGC^ 

PLGSlLDRL KPPLADGEnWAGGLPWGG 

1850 1860 1870 1880 1890 1900 1910 1920 
CCGGTCACCTGGAGGGGTCTCAGAGAGTGAGGCGGGCTCACCCCTG^ 

RSPG GVSESEAGSPLA G-L OMDTFDSGF 

1930 1940 1950 I 960 1970 1980 1990 2000 
TTGTGGGCTCTGACTGCAGCAGCCCTGT^ 
V G SO C SSPVECDFTSPGDEGPPRSYL 

2010 2020 2030 2040 2050 2060 2070 2080 
CGCCAGTGGGTGGTWnCCTCCGCCACTnCG^ 
RQWVVIPPPLSSPGPQAS** 
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Bll 1 



2090 2100 2110 2120 2130 2140 2150 2160 

CTGGCCAGGCCACTGGGC^^ 

2170 2180 2190 2200 2210 2220 2230 2240 
TGGATOSGCCTTTGA^^ 

2250 2260 2270 2280 2290 2300 2310 2320 
TGTGTGTGTCTTAGGTGCGCAGTGGCATGTCCACGTGTGTGTGATTCCAC^ 

2330 2340 2350 2360 2370 2380 2390 2400 
TACTCCATGCATTCACCTGCCCTCT^ 

2410 2420 2430 2440 2450 2460 2470 2480 
T^TCTGGTCAACAGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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HI 4 



nEF-NRB/ TPO.lt 



NB8a 



NH2 



TPO-R 



U 



HWH^-O TM JU&rtl»**f> 



COOH 



nRF.NRWTpn-gn 



NBSa 



NH2 



IgGl-Fc 



COOH 



NR8B FLAP 

NH2 



COOH 
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Mouse Brain 
cDNA 



House Testis 
cDNA 




100 bp Ladder 

[NR8-SN2/NR8-AS21 
[NR8-SN2 / NR8-AS1] 
[NR8-SN1 / NR8-AS2] 
[NR8-SN1 / NR8-AS1] 
100 bp Ladder 
1 00 bp Ladder 
[NR8-SN2 / NR8-AS2J 
(NR8-SN2 / NR8-AS1] 
INR8-SN1 / NR8-AS2] 
(NR8-SN1 /NR8-AS1] 
100 bp Ladder 



»» V J JIM /*7U 




144 
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E91 7 

hNR8G MBH IBipii MHgB SBp 40 

mNR8G Snj^S lljillf ^^^^^ ^^j gj M i ^W ^ 80 

hm86 ' ciinH jUHH HiMli 120 

mNR8G sUB^nn HffiHHill iliiiFiiig iiiRiiiii§ 120 

himsG wss^sssbi inpi^ii mb msi 160 

nimsG lUMiii IftHBRii mmm iHS i«o 

lamsc l^MHi iHHiS i^ffiiS BS .200 

asm8G iHHI IS I MM^ jHKHH Kiaii 200 

huRSG m^^m ii^p^i^ ^imiK^iii IMi^ilil 280 

nNR8G j^iiSS lliillllli HHHI Illilgiilii 280 

hNR8G gj&Pi3% WgMgl M^^K Ig^SM 360 

famuG B^Kil j^^^BI p^eddgtcs 400 

mHR8G i^^IKi^ Sll^^i ilS^S 480 

hMR8G J?mGCDWP?5f Pi^GSDCS OTVBCDE.3fSE ^i?KHJ??li 520 

nHR8G QS^C^DCS ^^C33ETSE (5DE^?HStd 520 

> - - 

hmt8G iiiipiiili w$ffi$(im 53 8 

mMR8G iepii^iii sspgeqas 538 



100 bp Ladder 
E17-day 

E15-day 

Ell-day 

E7-day 

m 

31ft 
'tfctt 

IFFE 

$B 
B 

100 bp Ladder 
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HI 9 




Mouse NR8 mRNA Mouse Beta-actin 

(4-2 kb) ( 2.0kb and 1.8kb ) 
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SEQUENCE LISTING 
<110> CHUGAI RESEARCH INSTITUTE FOR MOLECULAR MEDICINE, INC. 

<120> NOVEL HEMOPOIETIN RECEPTOR PROTEIN 

<130> C2-004PCT 

<150> JP 10-214720 
<151> 1998-6-24 

<160> 30 

<170> Patentln version 2.0 — 

<210> 1 

<211> 361 

<212> PRT 

<213> Homo sapiens 



<400> 1 
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Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
1 5 10 

Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 
15 20 - 25 

Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
30 35 40 



Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
45 50 55 

Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 

His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 

Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 
95 100 105 

Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro 
110 115 120 



Phe Asn Val Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg 
125 130 135 
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Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
140 145 150 155 

Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro 
: 160 165 170 

Arg Arg Lys Leu lie Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 
175 180 185 

Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 
190 195 200 

Pro Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp 
205 210 215 

Pro Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 225 230- 235 

Pro His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala 
240 245 . 250 

Phe Trp Ser Leu Lys Thr . His Pro Leu Trp Arg Leu Trp Lys Lys He 
•255 260 265 

Trp Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 
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270 275 280 

Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 
285 290 295 

Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 305 310 315 

Val Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr 
320 325 330 

Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val 
335 340 345 

Val He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
350 355 360 

<210> 2 
<211> 1884 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> 
<222> 



CDS 

(441). .(1523) 
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<400> 2 

ggcagccagc ggcctcagac agacccactg gcgtctctct gctgagtgac cgtaagctcg 60 

gcgtctggcc ctctgcctgc ctctccctga gtgtggctga cagccacgca gctgtgtctg 120 

tctgtctgcg gcccgtgcat ccctgctgcg gccgcctggt accttccttg ccgtctcttt 180 

cctctgtctg ctgctctgtg ggacacctgc ctggaggccc agctgcccgt catcagagtg 240 

acaggtctta tgacagcctg attggtgact cgggctgggt gtggattctc accccaggcc 300 

tctgcctgct ttctcagacc ctcatctgtc acccccacgc tgaacccagc tgccaccccc 360 

agaagcccat cagactgccc ccagcacacg gaatggattt ctgagaaaga agccgaaaca 420 

gaaggcccgt gggagtcagc atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg 473 

Met Pro Arg Gly Trp^Ala Ala Pro Leu Leu Leu 
1 5 10 

ctg ctg etc cag gga ggc tgg ggc tgc ccc gac etc gtc tgc tac acc 521 
Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 
15 20 25 

gat tac etc cag acg gtc ate tgc ate ctg gaa atg tgg aac etc cac 569 
Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
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30 



35 



40 



ccc age acg etc acc ctt ace tgg caa gac cag tat gaa gag ctg aag 
Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
45 50 55 



617 



gac gag gec acc tec tgc age etc cac agg teg gee cac aat gee acg 
Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 ?5 



665 



cat gee acc tac acc tgc cac atg gat gta ttc cac ttc atg gee gac 
His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 



713 



gac att ttc agt gtc aac ate aca gac cag tct ggc aac tac tec cag 
Asp He Phe Ser Val Asn lie Thr Asp Gin Ser Gly Asn Tyr Ser Gin 
95 . 100 105 



761 



gag tgt ggc age ttt etc ctg get gag age ate aag ccg get ccc cct 
Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro 
110 115 120 



809 



ttc aac gtg act gtg acc ttc tea gga cag tat aat ate tec tgg cgc 857 
Phe Asn Val; Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg 
125 130 135 



7/83 



tea gat tac gaa gac cct gec ttc tac atg ctg aag ggc aag ctt cag 905 
Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
140 145 150 155 

tat gag ctg cag tac agg aac egg gga gac ccc tgg get gtg agt ccg 953 
Typ Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro 
160 165 170 

agg aga aag ctg ate tea gtg gac tea aga agt gtc tec etc etc ccc 1001 
Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 
175 180 185 

ctg gag ttc cgc aaa gac teg age tat gag ctg cag gtg egg gca ggg 1049 
Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 
190 195 200 

ccc atg cct ggc tec tec tac cag ggg acc tgg agt gaa tgg agt gac 1097 
Pro Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp 
205 210 215 

ccg gtc ate ttt cag acc cag tea gag gag tta aag gaa ggc tgg aac 1145 
Pro Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 225 230 235 



cct cac ctg ctg ctt etc etc ctg ctt gtc ata gtc ttc att cct gee 
Pro His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe lie Pro Ala 



1193 
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240 



245 



250 



ttc tgg age ctg aag acc cat cca ttg tgg agg eta tgg aag aag ata 
Phe Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He 
255 260 265 



1241 



tgg gec gtc ccc age cct gag egg ttc ttc atg ccc ctg tac aag ggc 
Trp Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 
270 275 280 



1289 



tgc age gga gac ttc aag aaa tgg gtg ggt gca ccc ttc act ggc tec 
Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 
285 290 295 



1337 



age ctg gag ctg gga ccc tgg age cca gag gtg ccc tec acc ctg gag 
Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 305 310 315 



1385 



gtg tac age tgc cac cca ccc age age cct gtg gag tgt gac ttc acc 
Val Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr 
320 325 330 



1433 



age ccc ggg gac gaa gga ccc ccc egg age tac etc cgc cag tgg gtg 
Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val 
335 340 345 



1481 
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gtc att cct ccg cca ctt teg age cct gga ccc cag gee age taa 1526 
Val lie Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
350 355 360 

tgaggctgac tggatgtcca gagctggeca ggccactggg ccctgagcca gagacaaggt 1586 

cacctgggct gtgatgtgaa gacacctgca gcctttggtc tcctggatgg gectttgage 1646 

ctgatgttta cagtgtctgt gtgtgtgtgc atatgtgtgt gtgtgcatat gcatgtgtgt 1706 

gtgtgtgtgt gtcttaggtg cgcagtggca tgtccacgtg tgtgtgattg cacgtgcctg 1766 

tgggcctggg ataatgecca tggtactcca tgcattcacc tgccctgtgc atgtctggac 1826 

teaeggaget cacccatgtg cacaagtgtg cacagtaaac gtgtttgtgg tcaacaga 1884 

<210> 3 _ 
<211> 144 
<212> PUT 

<213> Homo sapiens 



<400> 3 



Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
1 5 10 
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Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 
15 20 25 

Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
30 35 40 

Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
45 50 55 

Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 

His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 

Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 
95 100 105 

Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser Lys Ser Glu Glu Lys Ala 
110 115 120 

Asp Leu Ser Gly Leu Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro 
125 130 135 

Gin Arg Leu Glu Leu 
140 
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<210> 4 

<211> 1729 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (441).. (872) 

<400> 4 

ggcagccagc ggcctcagac agacccactg gcgtctctct gctgagtgac cgtaagctcg 60 

gcgtctggcc ctctgcctgc ctctccctga gtgtggctga cagccacgca gctgtgtctg 120 

tctgtctgcg gcccgtgcat ccctgctgcg gccgcctggt accttccttg ccgtctcttt 180 

cctctgtctg ctgctctgtg ggacacctgc ctggaggccc agctgcccgt catcagagtg 240 

acaggtctta tgacagcctg attggtgact cgggctgggt gtggattctc accccaggcc 300 

tctgcctgct ttctcagacc ctcatctgtc acccccacgc tgaacccagc tgccaccccc 360 

agaagcccat cagactgccc ccagcacacg gaatggattt ctgagaaaga agccgaaaca 420 
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gaaggcccgt gggagtcagc atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg 473 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
1 5 10 

ctg ctg etc cag gga ggc tgg ggc tgc ccc gac etc gtc tgc tac ace 521 
Leu Leu Leu Gln ; Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 
15 20 25 

gat tac etc cag acg gtc ate tgc ate ctg gaa atg tgg aac etc cac 569 
Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
30 35 40 

ccc age acg etc ace ctt acc tgg caa gac cag tat gaa gag ctg aag 617 
Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
45 50 55 

GAC GAG GCC ACC TCC. TGC AGC CTC CAC AGG TCG GCC CAC AAT GCC ACG 665 
Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser. Ala His Asn Ala Thr 
60 65 70 75 

CAT GCC ACC TAC ACC TGC CAC ATG GAT GTA TTC CAC TTC ATG GCC GAC 713 
His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 

GAC ATT TTC AGT GTC AAC ATC ACA GAC CAG TCT GGC AAC TAC TCC CAG 761 
Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 
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95 100 105 

GAG TGT GGC AGC TTT CTC CTG GCT GAG AGC AAG TCC GAG GAG AAA GCT 809 
Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser Lys Ser Glu Glu Lys Ala 
110 115 120 

gat etc agt gga etc aag aag tgt etc cct cct ccc cct gga gtt ccg 857 
Asp Leu Ser Gly Leu Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro 
125 130 135 

caa aga etc gag eta tgagctgcag gtgcgggcag ggcccatgcc tggctcctcc 912 

Gin Arg Leu Glu Leu 

140 

taccagggga cctggagtga atggagtgac ccggtcatct ttcagaccca gtcagaggag 972 

ttaaaggaag gctggaac.ee tcacctgctg cttctcctcc tgcttgtcat agtcttcatt 1032 

cctgccttct ggagcctgaa gacccatcca ttgtggaggc tatggaagaa gatatgggee 1092 

gtccccagcc ctgagcggtt cttcatgccc ctgtacaagg getgeagegg agacttcaag 1152 

aaatgggtgg gtgcaccctt cactggctcc agectggage tgggaccctg gageccagag 1212 

gtgccctcca ccctggaggt gtacagctgc cacccaccca gcagccctgt ggagtgtgac 1272 
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ttcaccagcc ccggggacga aggacccccc cggagctacc tccgccagtg ggtggtcatt 1332 

cctccgccac tttcgagccc tggaccccag gccagctaat gaggctgact ggatgtccag 1392 

agctggccag gccactgggc cctgagccag agacaaggtc acctgggctg tgatgtgaag 1452 

acacctgcag cctttggtct cctggatggg cctttgagcc tgatgtttac agtgtctgtg 1512 

tgtgtgtgca tatgtgtgtg tgtgcatatg catgtgtgtg tgtgtgtgtg tcttaggtgc 1572 

gcagtggcat gtccacgtgt gtgtgattgc acgtgcctgt gggcctggga taatgcccat 1632 

ggtactccat gcattcacct gccctgtgca tgtctggact cacggagctc acccatgtgc 1692 

acaagtgtgc acagtaaacg tgtttgtggt caacaga 
1729 

<210> 5 
<211> 237 
<212> PRT 

<213> Homo sapiens 
<400> 5 

Met Pro Arg Met Pro Pro Thr Pro Ala Thr Trp Met Tyr Ser Thr Ser 
15 10 15 
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Trp Pro Thr Thr Phe Ser Val Ser Thr Ser Gin Thr Ser Leu Ala Thr 
20 25 30 

Thr Pro Arg Ser Val Ala Ala Phe Ser Trp Leu Arg Ala Ser Pro Arg 
35 : 40 45 

Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu 
50 55 60 

Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro 
65 70 75 80 

Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro 
85 90 95 

Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro 
100 105 = HO 

His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe lie Pro Ala Phe 
115 120 . 125 

Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys lie Trp 
130 ; 135 140 

Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly Cys 
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145 150 155 160 

Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser Ser 
165 170 175 

Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu Val 
180 185 190 

Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr Ser 
195 200 205 

Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val 
210 215 220 

He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
225 230 235 



<210> 6 
<211> 1729 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 

<222> (659).. (1368) 
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<400> 6 

ggcagccagc ggcctcagac agacccactg gcgtctctct gctgagtgac cgtaagctcg 60 

gcgtctggcc ctctgcctgc ctctccctga gtgtggctga cagccacgca gctgtgtctg 120 

tctgtctgcg gcccgtgcat ccctgctgcg gccgcctggt accttccttg ccgtctcttt 180 

cctctgtctg ctgctctgtg ggacacctgc ctggaggccc agctgcccgt catcagagtg 240 

acaggtctta tgacagcctg attggtgact cgggctgggt gtggattctc accccaggcc 300 

tctgcctgct ttctcagacc ctcatctgtc acccccacgc tgaacccagc tgccaccccc 360 
agaagcccat cagactgccc ccagcacacg gaatggattt ctgagaaaga agccgaaaca 420 
gaaggcccgt gggagtcagc atgccgcgtg gctgggccgc ccccttgctc ctgctgctgc 480 
tccagggagg ctggggctgc cccgacctcg tctgctacac cgattacctc cagacggtca 540 
tctgcatcct ggaaatgtgg aacctccacc ccagcacgct cacccttacc tggcaagacc 600 



agtatgaaga gctgaaggac gaggccacct cctgcagcct ccacaggtcg gcccacaa 



658 



atg cca cgc atg cca cct aca cct gcc aca tgg atg tat tec act tea 705 
Met Pro Arg Met Pro Pro Thr Pro Ala Thr Trp Met Tyr Ser Thr Ser 
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15 10 15 

tgg ccg acg aca ttt tea gtg tea aca tea cag ace agt ctg gca act 753 
Trp Pro Thr Thr Phe Ser Val Ser Thr Ser Gin Thr Ser Leu Ala Thr 
20 25 30 

act ccc agg agt gtg gca get ttc tec tgg ctg aga gca agt ccg agg 801 
Thr Pro Arg Ser Val Ala Ala Phe Ser Trp Leu Arg Ala Ser Pro Arg 
35 40 45 

aga aag ctg ate tea gtg gac tea aga agt gtc tec etc etc ccc ctg 849 
Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu 
50 55 60 

gag ttc cgc aaa gac teg age tat gag ctg cag gtg egg gca ggg ccc 897 
Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro 
65 . 70 75 80 

atg cct ggc tec tec tac cag ggg ace tgg agt gaa tgg agt gac ccg 945 
Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro 
85 90 95 

gtc ate ttt cag acc cag tea gag gag tta aag gaa ggc tgg aac cct 993 
Val He Phe; Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro 
100 105 HO 



WO 99/67290 



19/83 



PCT/JP99/03351 



cac ctg ctg ctt etc etc ctg ctt gtc ata gtc ttc att cct gee ttc 
His Leu Leu Leu Leu Leu Leu Leu Val lie Val Phe He Pro Ala Phe 
115 120 125 



1041 



tgg age ctg aag acc cat cca ttg tgg agg eta tgg aag aag ata tgg 
Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He Trp 
130 135 HO . 



1089 



gee gtc ccc age cct gag egg ttc ttc atg ccc ctg tac aag ggc tgc 
Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly Cys 
145 150 155 160 



1137 



age gga gac ttc aag aaa tgg gtg ggt gca ccc ttc act ggc tec age 
Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser Ser 
165 170 175 



1185 



ctg gag ctg gga ccc tgg age cca gag gtg ccc tec acc ctg gag gtg 
Leu Glu Leu Gly Pro Trp. Ser Pro Glu Val ?v_$ Ser Thr Leu Glu Val 
180 185 190 

tac age tgc cac cca ccc age age cct gtg gag tgt gac ttc acc age 
Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr Ser 
195 200 205 

ccc ggg gac gaa gga ccc ccc egg age tac etc cgc cag tgg gtg gtc 
Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val 



1233 



1281 
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210 215 220 

att cct ccg cca ctt teg age cct gga ccc cag gee age taatgaggct 1378 
He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
225 230 235 

gactggatgt ccagagctgg ccaggccact gggecctgag ccagagacaa ggtcacctgg 

gctgtgatgt gaagacacct geagectttg gtctcctgga tgggcctttg agectgatgt 

ttacagtgtc tgtgtgtgtg tgcatatgtg tgtgtgtgca tatgcatgtg tgtgtgtgtg 1558 

tgtgtcttag gtgcgcagtg gcatgtccac gtgtgtgtga ttgcacgtgc ctgtgggcct 1618 

gggataatgc ccatggtact ccatgcattc acctgccctg tgcatgtctg gaetcaegga 1678 

gctcacccat gtgcacaagt gtgcacagta aacgtgtttg tggtcaacaga 1729 

<210> 7 
<211> 538 
<212> PET 

<213> Homo sapiens 

*> 

<400> 7 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
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1 5 10 

Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 
15 20 25 

Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
30 35 40 



Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
45 50 55 

Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 

His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 

Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 
95 100 105 

Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro 
HO 115 120 



Phe Asn Val Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg 
125 130 135 
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Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
140 145 150 155 

Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro 
160 165 170 

Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 
175 180 185 

Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 
190 195 200 

Pro Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp 
205 210 215 

Pro Val lie Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 . 225 230 235 

Pro His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala 
240 245 250 

Phe Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He 
255 260 265 



Trp Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 
270 275 280 
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Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 
285 290 295 

Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 : 305 310 315 

Val Tyr Ser Cys His Pro Pro Arg Ser Pro Ala Lys Arg Leu Gin Leu 
320 325 330 

Thr Glu Leu Gin Glu Pro Ala Glu Leu Val Glu Ser Asp Gly Val Pro 
335 340 345 

Lys Pro Ser Phe Trp Pro Thr Ala Gin Asn Ser Gly Gly Ser Ala Tyr 
350 355 360 

Ser Glu Glu Arg Asp Arg Pro Tyr Gly Leu Val Ser He Asp Thr Val 
365 370 _ 375 

Thr Val Leu Asp Ala Glu Gly Pro Cys Thr Trp Pro Cys Ser Cys Glu 
380 385 390 395 

Asp Asp Gly Tyr Pro Ala Leu Asp Leu Asp Ala Gly Leu Glu Pro Ser 
400 405 410 

Pro Gly Leu Glu Asp Pro Leu Leu Asp Ala Gly Thr Thr Val Leu Ser 
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415 420 425 

Cys Gly Cys Val Ser Ala Gly Ser Pro Gly Leu Gly Gly Pro Leu Gly 
430 435 440 

Ser Leu Leu Asp Arg Leu Lys Pro Pro Leu Ala Asp Gly Glu Asp Trp 
445 450 455 

Ala Gly Gly Leu Pro Trp Gly Gly Arg Ser Pro Gly Gly Val Ser Glu 
460 465 470 475 

Ser Glu Ala Gly Ser Pro Leu Ala Gly Leu Asp Met Asp Thr Phe Asp 
480 485 490 

Ser Gly Phe Val Gly Ser Asp Cys Ser Ser Pro Val Glu Cys Asp Phe 
495 500 505 

Thr Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp 
510 515 520 

Val Val lie Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
525 530 535 



<210> 8 
<211> 2415 
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<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (441).. (2054) 
<400> 8 

ggcagccagc ggcctcagac agacccactg gcgtctctct gctgagtgac cgtaagctcg 60 

gcgtctggcc ctctgcctgc ctctccctga gtgtggctga cagccacgca gctgtgtctg 120 

tctgtctgcg gcccgtgcat ccctgctgcg gccgcctggt accttccttg ccgtctcttt 180 

cctctgtctg ctgctctgtg ggacacctgc ctggaggccc agctgcccgt catcagagtg 240 

acaggtctta tgacagcctg attggtgact cgggctgggt gtggattctc accccaggcc 300 

tctgcctgct ttctcagacc ctcatctgtc acccccacgc tgaacccagc tgccaccccc 360 

agaagcccat cagactgccc ccagcacacg gaatggattt ctgagaaaga agccgaaaca 420 

gaaggcccgt gggagtcagc atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg 473 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu leu 
1 5 10 



WO 99/67290 



26/83 



PCT/JP99/03351 



ctg ctg etc cag gga ggc tgg ggc tgc ccc gac etc gtc tgc tac acc 521 
Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 
15 20 25 

gat tac etc cag acg gtc ate tgc ate ctg gaa atg tgg aac etc cac 569 
Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
30 35 40 

ccc age acg etc acc ctt acc tgg caa gac cag tat gaa gag ctg aag 617 
Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
45 50 55 



gac gag gee acc tec tgc age etc cac agg teg gee cac aat gec acg 665 
Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 



cat gee acc tac acc tgc cac atg gat gta ttc cac ttc atg gec gac 
His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 



713 



gac att ttc agt gtc aac ate aca gac cag tct ggc aac tac tec cag 
Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 
95 100 105 



761 



gag tgt ggc age ttt etc ctg get gag age ate aag ccg get ccc cct 
Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro 



809 
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110 115 120 



ttc aac gtg act gtg acc ttc tea gga cag tat aat ate tec tgg cgc 857 
Phe Asn Val Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg 
125 130 135 

tea gat tac gaa gac cct gee ttc tac atg ctg aag ggc aag ctt cag 905 
Sep Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
140 145 150 155 

tat gag ctg cag tac agg aac egg gga gac ccc tgg get gtg agt ccg 953 
Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro 
160 165 170 



agg aga aag ctg ate tea gtg gac tea aga agt gtc tec etc etc ccc 
Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 
175 180 185 

ctg gag ttc cgc aaa gac teg age tat gag ctg cag gtg egg gca ggg 
Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 
190 195 200 

ccc atg cct ggc tec tec tac cag ggg acc tgg agt gaa tgg agt gac 
Pro Met Pro; Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp 
205 210 215 



1001 



1049 
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ccg gtc ate ttt cag acc cag tea gag gag tta aag gaa ggc tgg aac 1145 
Pro Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 225 230 235 

cct cac ctg ctg ctt etc etc ctg ctt gtc ata gtc ttc att cct gee 1193 
Pro His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala 
240 245 250 

ttc tgg age ctg aag acc cat cca ttg tgg agg eta tgg aag aag ata 1241 
Phe Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He 
255 260 265 

tgg gee gtc ccc age cct gag egg ttc ttc atg ccc ctg tac aag ggc 1289 
Trp Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 
270 275 280 

tgc age gga gac ttc aag aaa tgg gtg ggt gca ccc ttc act ggc tec 1337 
Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 
285 290 295 

age ctg gag ctg gga ccc tgg age cca gag gtg ccc tec acc ctg gag 1385 
Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 305 310 315 

gtg tac age tgc cac cca cca egg age ccg gec aag agg ctg cag etc 1433 
Val Tyr Ser Cys His Pro Pro Arg Ser Pro Ala Lys Arg Leu Gin Leu 
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320 



325 



330 



acg gag eta caa gaa cca gca gag ctg gtg gag tct gac ggt gtg ccc 1481 
Thr Glu Leu Gin Glu Pro Ala Glu Leu Val Glu Ser Asp Gly Val Pro 
335 340 345 

aag ccc age ttc tgg ccg aca gee cag aac teg ggg ggc tea get tac 1529 
Lys Pro Ser Phe Trp Pro Thr Ala Gin Asn Ser Gly Gly Ser Ala Tyr 
350 355 360 



agt gag gag agg gat egg cca tac ggc ctg gtg tec att gac aca gtg 1577 
Ser Glu Glu Arg Asp Arg Pro Tyr Gly Leu Val Ser lie Asp Thr Val 
365 370 375 



act gtg eta gat gca gag ggg cca tgc acc tgg ccc tgc age tgt gag 
Thr Val Leu Asp Ala Glu Gly Pro Cys Thr Trp Pro Cys Ser Cys Glu 
380 385 390 395 



1625 



gat gac ggc tac cca gec ctg gac ctg gat get ggc ctg gag ccc age 
Asp Asp Gly Tyr Pro Ala Leu Asp Leu Asp Ala Gly Leu Glu Pro Ser 
400 405 410 



1673 



cca ggc eta gag gac cca etc ttg gat gca ggg acc aca gtc ctg tec 
Pro Gly Leu Glu Asp Pro Leu Leu Asp Ala Gly Thr Thr Val Leu Ser 
415 420 425 



1721 
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tgt ggc tgt gtc tea get ggc age cct ggg eta gga ggg ccc ctg gga 1769 
Cys Gly Cys Val Ser Ala Gly Ser Pro Gly Leu Gly Gly Pro Leu Gly 
430 435 440 

age etc ctg gac aga eta aag cca ccc ctt gca gat ggg gag gac tgg 1817 
Ser Leu Leu Asp Arg Leu Lys Pro Pro Leu Ala Asp Gly Glu Asp Trp 
445 450 455 

get ggg gga ctg ccc tgg ggt ggc egg tea cct gga ggg gtc tea gag 1865 
Ala Gly Gly Leu Pro Trp Gly Gly Arg Ser Pro Gly Gly Val Ser Glu 
460. 465 470 475 

agt gag gcg ggc tea ccc ctg gec ggc ctg gat atg gac acg ttt gac 1913 
Ser Glu Ala Gly Ser Pro Leu Ala Gly Leu Asp Met Asp Thr Phe Asp 
480 485 490 

agt ggc ttt gtg ggc. tct gac tgc age age cct gtg gag tgt gac ttc 1961 
Ser Gly Phe Val Gly Ser Asp Cys Ser Ser Pro Val Glu Cys Asp Phe 
495 500 505 

acc age ccc ggg gac gaa gga ccc ccc egg age tac etc cgc cag tgg 2009 
Thr Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp 
510 515 520 



gtg gtc att cct ccg cca ctt teg age cct gga ccc cag gee age taa 
Val Val He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
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525 



530 535 



tgaggctgac tggatgtcca gagctggcca ggccactggg ccctgagcca gagacaaggt 2117 

cacctgggct gtgatgtgaa gacacctgca gcctttggtc tcctggatgg gcctttgagc 2177 

ctgatgttta cagtgtctgt gtgtgtgtgc atatgtgtgt gtgtgcatat gcatgtgtgt 2237 

gtgtgtgtgt gtcttaggtg cgcagtggca tgtccacgtg tgtgtgattg cacgtgcctg 2297 

tgggcctggg ataatgccca tggtactcca tgcattcacc tgccctgtgc atgtctggac 2357 

tcacggagct cacccatgtg cacaagtgtg cacagtaaac gtgtttgtgg tcaacaga 2415 



<210> 9 
<211> 30 

<212> DNA - 
<213> Artificial Sequence 

<220> 

<223> Artificially Synthesized Primer Sequence 
<400> 9 

ccggctcccc ctttcaacgt gactgtgacc 



30 
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<210> 10 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Artificially Synthesized Primer 
<400> 10 

ggcaagcttc agtatgagct gcagtacagg 

<210> 11 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Artificially Synthesized Primer 
<400> 11 

accctctgac tgggtctgaa agatgaccgg 
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Sequence 



30 



Sequence 
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<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Artificially Synthesized Primer Sequence 
<400> 12 

catgggccct gcccgcacct gcagctcata 3 

<210> 13 
<211> 1128 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> CDS _ 
<222> (1). . (1125) 

<400> 13 

atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg ctg ctg etc cag gga 48 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
1 5 10 15 

ggc tgg ggc tgc ccc gac etc gtc tgc tac acc gat tac etc cag acg 96 
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Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 

gtc ate tgc ate ctg gaa atg tgg aac etc cac ccc age acg etc acc 144 
Val He Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 

ctt acc tgg caa gac cag tat gaa gag ctg aag gac gag gec acc tec 192 
Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 

tgc age etc cac agg teg gee cac aat gee acg cat gee acc tac acc 240 
Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 

tgc cac atg gat gta ttc cac ttc atg gec gac gac att ttc agt gtc 288 
Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 __ 95 

aac ate aca gac cag tct ggc aac tac tec cag gag tgt ggc age ttt 336 
Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
100 105 110 

etc ctg get; gag age ate aag ccg get ccc cct ttc aac gtg act gtg 384 
Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val 
115 120 125 
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acc ttc tea gga cag tat aat ate tec tgg cgc tea gat tac gaa gac 432 
Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu Asp 
130 135 140 

cct gec ttc tac atg ctg aag ggc aag ctt cag tat gag ctg cag tac 480 
Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
145 150 155 160 

agg aac egg gga gac ccc tgg get gtg agt ccg agg aga aag ctg ate 528 
Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu lie 
165 170 175 

tea gtg gac tea aga agt gtc tec etc etc ccc ctg gag ttc cgc aaa 576 
Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys 
180 185 190 

gac teg age tat gag ctg cag gtg egg gca ggg ccc atg cct ggc tec 624 
Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser 
195 200 205 

tec tac cag ggg acc tgg agt gaa tgg agt gac ccg gtc ate ttt cag 672 
Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val lie Phe Gin 
210 215 220 



acc cag tea gag acc gec tgg ate tec ttg gtg acc get ctg cat eta 
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Thr Gin Ser Glu Thr Ala Trp He Ser Leu Val Thr Ala Leu His Leu 
225 230 235 240 

gtg ctg ggc etc age gee gtc ctg ggc ctg ctg ctg ctg agg tgg cag 768 
Val Leu Gly Leu Ser Ala Val Leu Gly Leu Leu Leu Leu Arg Trp Gin 
.245 250 255 

ttt cct gca cac tac agg aga ctg agg cat gec ctg tgg ccc tea ctt 816 
Phe Pro Ala His Tyr Arg Arg Leu Arg His Ala Leu Trp Pro Ser Leu 
260 265 270 

cca gac ctg cac egg gtc eta ggc cag tac ctt agg gac act gca gec 864 
Pro Asp Leu His Arg Val Leu Gly Gin Tyr Leu Arg Asp Thr Ala Ala 
275 280 285 

ctg age ccg ccc aag gee aca gtc tea gat acc tgt gaa gaa gtg gaa 912 
Leu Ser Pro Pro Lys. Ala Thr Val Ser Asp Thr Cys Glu Glu Val Glu 
290 295 _300 

ccc age etc ctt gaa ate etc ccc aag tec tea gag agg act cct ttg 960 
Pro Ser Leu Leu Glu lie Leu Pro Lys Ser Ser Glu Arg Thr Pro Leu 
305 310 315 320 



ccc ctg tgt ;tcc tec 
Pro Leu Cys Ser Ser 
325 



cag gee cag atg gac tac cga aga ttg cag cct 
Gin Ala Gin Met Asp Tyr Arg Arg Leu Gin Pro 
330 335 
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tct tgc ctg ggg acc atg ccc ctg tct gtg tgc cca ccc atg get gag 1056 
Ser Cys Leu Gly Thr Met Pro Leu Ser Val Cys Pro Pro Met Ala Glu 
340 345 350 

tea ggg tec tgc ; tgt acc acc cac att gec aac cat tec tac eta cca 1104 
Ser Gly Ser Cys Cys Thr Thr His lie Ala Asn His Ser Tyr Leu Pro 
355 360 365 

eta age tat tgg cag cag cct tga 1128 
Leu Ser Tyr Trp Gin Gin Pro 
370 375 



<210> 14 
<211> 375 
<212> PRT 

<213> Hobo sapiens _ 
<400> 14 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
1 5 10 I 5 



Gly Trp Gly-Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 
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Val lie Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 

Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 

Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 

Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 



Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
100 105 110 

Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val 
115 120 125 

Thr Phe Ser Gly Gin Tyr Asn lie Ser Trp Arg Ser Asp Tyr Glu Asp 
130 135 140 

Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
145 150 155 160 



Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He 
165 170 175 
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Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys 
180 185 190 

Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser 
195 200 205 

Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin 
210 215 220 

Thr Gin Ser Glu Thr Ala Trp He Ser Leu Val Thr Ala Leu His Leu 
225 230 235 240 

Val Leu Gly Leu Ser Ala Val Leu Gly Leu Leu Leu Leu Arg Trp Gin 
245 250 255 

Phe Pro Ala His Tyr Arg Arg Leu Arg His Ala Leu Trp Pro Ser Leu 
260 265 _ 270 

Pro Asp Leu His Arg Val Leu Gly Gin Tyr Leu Arg Asp Thr Ala Ala 
275 280 285 

Leu Ser Pro Pro Lys Ala Thr Val Ser Asp Thr Cys Glu Glu Val Glu 
290 295 300 



Pro Ser Leu Leu Glu He Leu Pro Lys Ser Ser Glu Arg Thr Pro Leu 
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305 310 315 320 

Pro Leu Cys Ser Ser Gin Ala Gin Met Asp Tyr Arg Arg Leu Gin Pro 
325 330 335 

Ser Cys Leu Gly ; Thr Met Pro Leu Ser Val Cys Pro Pro Met Ala Glu 
340 345 350 

Ser Gly Ser Cys Cys Thr Thr His He Ala Asn His Ser Tyr Leu Pro 
355 360 365 

Leu Ser Tyr Trp Gin Gin Pro 
370 375 

<210> 15 

<211> 1383 

<212> DMA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1). . ( 1380) 

<400> 15 

atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg ctg ctg etc cag gga 48 
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Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
1 5 10 15 

ggc tgg ggc tgc ccc gac etc gtc tgc tac acc gat tac etc cag acg 96 
Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20. 25 30 

gtc ate tgc ate ctg gaa atg tgg aac etc cac ccc age acg etc acc 144 
Val He Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 

ctt acc tgg caa gac cag tat gaa gag ctg aag gac gag gec acc tec 192 
Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 



tgc age etc cac agg teg gee cac aat gee acg cat gec acc tac acc 
Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 



240 



tgc cac atg gat gta ttc cac ttc atg gee gac gac att ttc agt gtc 288 
Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 



aac ate aca gac cag tct ggc aac tac tec cag gag tgt ggc age ttt 
Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
100 105 HO 
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etc ctg get gag age ate aag ccg get ccc cct ttc aac gtg act gtg 384 
Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val 
115 120 125 

acc ttc tea gga cag tat aat ate tec tgg cgc tea gat tac gaa gac 432 
Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu Asp 
130 135 140 

cct gec ttc tac atg ctg aag ggc aag ctt cag tat gag ctg cag tac 480 
Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
145 150 155 160 

agg aac egg gga gac ccc tgg get gtg agt ccg agg aga aag ctg ate 528 
Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He 
165 170 175 

tea gtg gac tea aga agt gtc tec etc etc ccc_ctg gag ttc cgc aaa 576 
Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys 
180 185 190 

gac teg age tat gag ctg cag gtg egg gca ggg ccc atg cct ggc tec 624 
Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser 
195; 200 205 

tec tac cag ggg acc tgg agt gaa tgg agt gac ccg gtc ate ttt cag 672 
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Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin 
210 215 220 

acc cag tea gag gag ccc aaa tct tgt gac aaa act cac aca tgc cca 720 
Thr Gin Ser Glu Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro 
225 : 230 235 240 

ccg tgc cca gca cct gaa etc etg ggg gga ccg tea gtc tte etc tte 768 
Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe 
245 250 255 



864 



cce eca aaa cce aag gac aec etc atg ate tec egg aee cct gag gtc 816 
Pro Pro Lys Pro Lys Asp Thr. Leu Met He Ser Arg Thr Pro Glu Val 
260 265 270 

aca tgc gtg gtg gtg gac gtg age cac gaa gac cct gag gtc aag tte 
Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe 
275 280 _ 285 

aac tgg tac gtg gac ggc gtg gag gtg cat aat gec aag aca aag ccg 912 
Asn Trp Tyr VaLAsp Gly Val Glu Val His Asn AU Lys Thr Lys Pro 
290 295 300 

egg gag gag cag tac aac age aeg tac egg gtg gtc age gtc etc acc 960 
Arg Glu Glu Gin Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr 
305 310 315 320 
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gtc ctg cac cag gac tgg ctg aat ggc aag gag tac aag tgc aag gtc 1008 
Val Leu His Gin Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val 
325 330 335 

tec aac aaa gec etc cca gee ccc ate gag aaa acc ate. tec aaa gee 1056 
Ser Asn Lys Ala Leu Pro Ala Pro He Glu Lys Thr He Ser Lys Ala 
340 345 350 

aaa ggg cag ccc cga gaa cca cag gtg tac acc ctg ccc cca tec egg 1104 
Lys Gly Gin Pro Arg Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg 
355 360 365 

gat gag ctg acc aag aac cag gtc age ctg acc tgc ctg gtc aaa ggc 1152 
Asp Glu Leu Thr Lys Asn Gin Val Ser Leu Thr Cys Leu Val Lys Gly 
370 375 380 

ttc tat ccc age gac ate gee gtg gag tgg. gag_agc aat ggg cag ccg 1200 
Phe Tyr Pro Ser Asp He Ala Val Glu Trp Glu Ser Asn Gly Gin Pro 
385 390 395 400 

gag aac aac tac aag acc acg cct ccc gtg ctg gac tec gac ggc tec 1248 
Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser 
405 410 415 

ttc ttc etc tac age aag etc acc gtg gac aag age agg tgg cag cag 1296 
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Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gin 
420 425 430 

ggg aac gtc ttc tea tgc tec gtg atg cat gag get ctg cac aac cac 1344 
Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His 
435 440 445 

tac acg cag aag age etc tec ctg tct ccg ggt aaa tga 1383 
Tyr Thr Gin Lys Ser Leu Ser Leu Ser Pro Gly Lys 
450 455 460 



<210> 16 
<211> 460 
<212> PRT 

<213> Homo sapiens 

<400> 16 _ 
Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
1 5 10 15 

Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 



Val He Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 
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Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 

Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 . 70 75 80 

Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 

Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
100 105 110 

Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val 
115 120 125 

Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg Ser Asp Tyr Glu Asp 
130 135 140 

Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
145 150 155 160 

Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He 
; 165 170 175 



Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys 
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.180 



185 



190 



Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser 
195 200 205 



Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin 
210 215 220 

Thr Gin Ser Glu Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro 
225 230 235 240 

Pro Cys Pro Ala Pro Glu leu Leu Gly Gly Pro Ser Val Phe Leu Phe 
245 250 255 

Pro Pro Lys Pro Lys Asp Thr Leu Met He Ser Arg Thr Pro Glu Val 
260 265 270 

Thr Cys Val Val Val Asp Val Ser His Glu As£ Pro Glu Val Lys Phe 
275 280 285 

Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro 
290 295 300 



Arg Glu Glu Gin Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr 
305 310 315 320 
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Val Leu His Gin Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val 
325 330 335 

Ser Asn Lys Ala Leu Pro Ala Pro He Glu Lys Thr He Ser Lys Ala 
340 345 350 

Lys Gly Gin Pro Arg Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg 
355 360 365 

Asp Glu Leu Thr Lys Asn Gin Val Ser Leu Thr Cys Leu Val Lys Gly 
370 375 380 

Phe Tyr Pro Ser Asp He Ala Val Glu Trp Glu Ser Asn Gly Gin Pro 
385 390 395 400 

Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser 
405 410 415 

Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gin 
420 425 430 

Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His 
435 440 445 

Tyr Thr Gin Lys Ser Leu Ser Leu Ser Pro Gly Lys 
450 455 460 
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<210> 17 

<211> 477 
<212> DNA 
<213> Hobo sapiens 

<220> 
<221> CDS 
<222> (1)..(474) 

<400> 17 

atg ccg cgt ggc tgg gcc gcc ccc ttg etc ctg ctg ctg etc cag gga 48 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
15 10 15 

ggc tgg ggc tgc ccc gac etc gtc tgc tac ace gat tac etc cag acg 96 
Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 

gtc ate tgc ate ctg gaa atg tgg aac etc cac ccc age acg etc ace 144 
Val lie Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 

ctt acc tgg caa gac cag tat gaa gag ctg aag gac gag gcc acc tec 192 
Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 



WO 99/67290 



50/83 



PCT/JP99/03351 



50 55 60 

tgc age etc cac agg teg gec cac aat gee acg cat gec acc tac acc 240 
Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 

tgc cac atg gat gta ttc cac ttc atg gec gac gac att ttc agt gtc 288 

Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 

aac ate aca gac cag tct ggc aac tac tec cag gag tgt ggc age ttt 336 

Asn lie Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
100 105 110 

etc ctg get gag age aag tec gag gag aaa get gat etc agt gga etc 384 

Leu Leu Ala Glu Ser Lys Ser Glu Glu Lys Ala Asp Leu Ser Gly Leu 

115 120 125 

aag aag tgt. etc cct cct ccc cct gga gtt ccg caa aga etc gag eta 432 

Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro Gin Arg Leu Glu Leu 
130 135 140 

agg gcg cgc cag gac tac aag gac gac gat gac aag acg cgt taa 477 

Arg Ala Arg Gin Asp Tyr Lys Asp Asp Asp Asp Lys Thr Arg 
145 150 155 
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<210> 18 

<211> 158 
<212> PET 

<213> Hobo sapiens 
<400> 18 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu Leu Leu Leu Gin Gly 
15 10 15 

Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 

Val He Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 

Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55. 60 

Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 . 80 

Cys His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 

Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin Glu Cys Gly Ser Phe 
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100 105 110 

Leu Leu Ala Glu Ser Lys Ser Glu Glu Lys Ala Asp Leu Ser Gly Leu 
115 120 125 

Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro Gin Arg Leu Glu Leu 
130 135 140 

Arg Ala Arg Gin Asp Tyr Lys Asp Asp Asp Asp Lys Thr Arg 
145 150 155 



<210> 19 
<2U> 144 
<212> PRT 

<213> Mus musculus 
<400> 19. 

Met Pro Arg Gly Trp Ala Ala Ser Leu Leu Leu Leu Leu Leu Gin Gly 
15 10 15 

Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
20 25 30 

Val He Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
35 40 45 
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Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 

Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 

Ser His Met Asp Val Phe His Phe Met Ala Asp Asp lie Phe Ser Val 
85 90 95 

Asn He Thr Asp Gin Ser Gly Asn Tyr Phe Gin Glu Cys Gly Ser Phe 
100 105 110 

Leu Arg Ala Glu Ser Lys Ser Glu Glu Lys Ala Asp Leu Ser Gly Leu 
115 120 125 

Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro Gin Arg Leu Glu Leu 
130 135 _ 140 



<210> 20 
<211> 1960 
<212> DNA 

<213> Mus {lusculus 



<400> 20 



WO 99/67290 



54/83 



PCT/JP99/03351 



cagccagcgg cctcagacag acccactggc gtctctctgc tgagtgaccg taagctcggc 60 

gtctggccct ctgcctgcct ctccctgagt gtggctgaca gccacgcagc tgtgtctgtc 120 

tgtctgcggc ccgtgcatcc ctgctgcggc cgcctggtac cttccttgcc gtctctttcc 180 

tctgtctgct gctctgtggg acacctgcct ggaggcccag ctgcccgtca tcagagtgac 240 

aggtcttatg acagcctgat tggtgactcg ggctgggtgt ggattctcac cccaggcctc 300 

tgcctgcttt ctcagaccct catcggtcac ccccacgctg aacccagctg ccacccccag 360 

aagcccatca gactgccccc agcacacgga atggatttct gagaaagaag ccgaaacaga 420 

aggcccgtgg gagtcagc atg ccg cgt ggc tgg gcc gcc tec ttg etc ctg 471 

Met Pro Arg Gly Trp Ala Ala Ser Leu Leu Leu 
1 5 10 

ctg ctg etc cag gga ggc tgg ggc tgc ccc gac etc gtc tgc tac ace 519 
Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 
15 20 25 

gat tac etc cag acg gtc ate tgc ate ctg gaa atg tgg aac etc cac 567 
Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
30 35 40 
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ccc age acg etc ace ctt acc tgg caa gac cag tat gaa gag ctg aag 615 
Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
45 50 55 

gac gag gec acc tec tgc age etc cac agg teg gee cac aat gee acg 663 
Asp Glu Ala The Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 

cat gec acc tac acc age cac atg gat gta ttc cac ttc atg gec gac 711 
His Ala Thr Tyr Thr Ser His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 

gac att ttc agt gtc aac ate aca gac cag tct ggc aac tac ttc cag 759 
Asp lie Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Phe Gin 
95 100 105 

gag tgt ggc age ttt etc egg get gag age aag tec gag gag aaa get 807 
Glu. Cys Gly. Ser Phe Leu Arg Ala Glu Ser Lys Ser Glu Glu Lys Ala 
110 H5 120 

gat etc agt gga etc aag aag tgt etc cct cct ccc cct gga gtt ccg 85S 
Asp Leu Ser Gly Leu Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro 
125 130 135 



caa aga etc gag eta tgagctgcag gtgcgggcag ggcccatgcc tggctcctcc 
Gin Arg Leu Glu Leu 



91.0 
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140 



taccagggga cctggagtga atggagtgac ccggtcatct ttcagaccca gtcagaggag 970 



ttaaaggaag gctggaaccc tcacctgctg cttctcctcc tgcttgtcat agtcttcatt 1030 



cctgccttct ggagcctgaa gacccatcca ttgtggaggc tatggaagaa gatatgggcc 1090 



gtccccagcc ctgagcggtt cttcatgccc ctgtacaagg gctgcagcgg agacttcaag 1150 



aaatgggtgg gtgcaccctt cactggctcc agcctggagc tgggaccctg gagcccagag 1210 



gtgccctcca ccctggaggt gtacagctgc cacccaccac ggagcccggc caagaggctg 1270 



cagctcacgg agctacaaga accagcagag ctggtggagt ctgacggtgt gcccaagccc 1330 



agcttctggc cgacagccca gaactcgggg ggctcagctt acagtgagga gagggatcgg 1390 



ccatacggcc tggtgtccat tgacacagtg actgtgctag atgcagaggg gccatgcacc 1450 



tggccctgca gctgtgagga tgacggctac ccagccctgg acctggatgc tggcctggag 1510 



cccagcccag gcctagagga cccactcttg gatgcaggga ccacagtcct gtcctgtggc 1570 



tgtgtctcag ctggcagccc tgggctagga gggcccctgg gaagcctcct ggacagacta 1630 



i 
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aagccacccc ttgcagatgg ggaggactgg gctgggggac tgccctgggg tggccggtca 1690 

cctggagggg tctcagagag tgaggcgggc tcacccctgg ccggcctgga tatggacacg 1750 

tttgacagtg gctttgtgtgj ctctgactgc agcagccctg tggagtgtga cttcaccagc 1810 

cccggggacg aaggaccccc ccggagctac ctccgccagt gggtggtcat tcctccgcca 1870 

ctttcgagcc ctggacccca ggccagctaa tgaggctgac tggatgtcca gagctggcca 1930 

ggccactggg ccctgagcca gaaaaaaaaa 1960 

<210> 21 
<211> 538 
<212> PRT 

<213> Nus musculus 
<400> 21 

Met Pro Arg Gly Trp Ala Ala Ser Leu Leu Leu Leu Leu Leu Gin Gly 
1 5 10 15 

Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr Asp Tyr Leu Gin Thr 
: 20 25 30 

Val lie Cys He Leu Glu Met Trp Asn Leu His Pro Ser Thr Leu Thr 
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35 40 45 

Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys Asp Glu Ala Thr Ser 
50 55 60 

Cys Ser Leu His Arg Ser Ala His Asn Ala Thr His Ala Thr Tyr Thr 
65 70 75 80 

Ser His Met Asp Val Phe His Phe Met Ala Asp Asp He Phe Ser Val 
85 90 95 

Asn He Thr Asp Gin Ser Gly Asn Tyr Phe Gin Glu Cys Gly Ser Phe 
100 105 110 

Leu Arg Ala Glu Ser He Lys Pro Ala Pro Pro Phe Asn Val Thr Val 
115 120 125 

Thr Phe Ser Gly Gin Tyr Asn He Ser Arg Arg Ser Asp Tyr Glu Asp 
130 135 140 

Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin Tyr Glu Leu Gin Tyr 
145 150 155 160 



Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro Arg Arg Lys Leu He 
165 170 175 
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Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu Glu Phe Arg Lys 
180 185 190 

Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro Met Pro Gly Ser 
195 200 205 

Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro Val He Phe Gin 
210 215 220 

Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro His Leu Leu Leu 
225 230 235 240 

Leu Leu Leu Leu Val He Val Phe He Pro Ala Phe Trp Ser Leu Lys 
245 250 255 

Thr His Pro Leu Trp Arg Leu Trp Lys Lys He Trp Ala Val Pro Ser 
260 265 270 

Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly Cys Ser Gly Asp Phe 
275 280 285 

Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser Ser Leu Glu Leu Gly 
290 295 300 



Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu Val Tyr Ser Cys His 
305 310 315 320 
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Pro Pro Arg Ser Pro Ala Lys Arg Leu Gin Leu Thr Glu Leu Gin Glu 
325 330 335 

Pro Ala Glu Leu Val Glu Ser Asp Gly Val Pro Lys Pro Ser Phe Trp 
340 345 350 

Pro Thr Ala Gin Asn Ser Gly Gly Ser Ala Tyr Ser Glu Glu Arg Asp 
355 360 365 

Arg Pro Tyr Gly Leu Val Ser He Asp Thr Val Thr Val Leu Asp Ala 
370 375 380 

Glu Gly Pro Cys Thr Trp Pro Cys Ser Cys Glu Asp Asp Gly Tyr Pro 
385 390 395 400 

Ala Leu Asp Leu Asp Ala Gly Leu Glu Pro Ser Pro Gly Leu Glu Asp 
405 410 415 

Pro Leu Leu Asp Ala Gly Thr Thr Val Leu Ser Cys Gly Cys Val Ser 
420 425 430 

Ala Gly Ser Pro Gly Leu Gly Gly Pro Leu Gly Ser Leu Leu Asp Arg 
435: 440 445 

Leu Lys Pro Pro Leu Ala Asp Gly Glu Asp Trp Ala Gly Gly Leu Pro 
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450 455 460 

Trp Gly Gly Arg Ser Pro Gly Gly Val Ser Glu Ser Glu Ala Gly Ser 
465 470 475 480 

Pro Leu Ala Gly. Leu Asp Met Asp Thr Phe Asp Ser Gly Phe Val Cys 
485 490 495 

Ser Asp Cys Ser Ser Pro Val Glu Cys Asp Phe Thr Ser Pro Gly Asp 
500 505 510 

Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val He Pro Pro 
515 520 525 

Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
530 535 



<210> 22 
<211> 2115 
<212> DNA 

<213> Mus musculus 
<400> 22 

cagccagcgg cctcagacag acccactggc gtctctctgc tgagtgaccg taagctcggc 60 
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gtctggccct ctgcctgcct ctccctgagt gtggctgaca gccacgcagc tgtgtctgtc 120 

tgtctgcggc ccgtgcatcc ctgctgcggc cgcctggtac cttccttgcc gtctctttcc 180 

tctgtctgct gctctgtggg acacctgcct ggaggcccag ctgcccgtca tcagagtgac 240 

aggtcttatg acagcctgat tggtgactcg ggctgggtgt ggattctcac cccaggcctc 300 

tgcctgcttt ctcagaccct catcggtcac ccccacgctg aacccagctg ccacccccag 360 

aagcccatca gactgccccc agcacacgga atggatttct gagaaagaag ccgaaacaga 420 

aggcccgtgg gagtcagc atg ccg cgt ggc tgg gcc gcc tec ttg etc ctg 471 

Met Pro Arg Gly Trp Ala Ala Ser Leu Leu Leu 
1 5 10 

ctg ctg etc cag gga ggc tgg ggc tgc ccc gac etc gtc tgc tac acc 519 
Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp. Leu Val Cys Tyr Thr 
15 20 25 

gat tac etc cag acg gtc ate tgc ate ctg gaa atg tgg aac etc cac 567 
Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
30 35 40 

ccc age acg etc acc ctt acc tgg caa gac cag tat gaa gag ctg aag 615 
Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 
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45 



50 



55 



gac gag gcc acc tec tgc age etc cac agg teg gee cac aat gec acg 
Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 



663 



cat gcc acc tac acc age cac atg gat gta ttc cac ttc atg gcc gac 
His Ala Thr Tyr Thr Ser His Met Asp Val Phe His Phe Met Ala Asp 
80 85 90 



711 



gac att ttc agt gtc aac ate aca gac cag tct ggc aac tac ttc cag 759 
Asp lie Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Phe Gin 
95 100 105 



gag tgt ggc age ttt etc egg get gag age ate aag ccg get ccc cct 
Glu Cys Gly Ser Phe Leu Arg Ala Glu Ser He Lys Pro Ala Pro Pro 
110 115 120 



807 



ttc aac gtg. act gtg acc ttc tea gga cag tat aat ate tec agg cgc 855 
Phe Asn Val Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Arg Arg 
125 130 135 



tea gat tac gaa gac cct gcc ttc tac atg ctg aag ggc aag ctt cag 
Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
140 145 150 155 



903 
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tat gag ctg cag tac agg aac egg gga gac ccc tgg get gtg agt ccg 951 
Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro 
160 165 170 

agg aga aag ctg ate tea gtg gac tea aga agt gtc tec etc etc ccc 999 
Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 
175 180 185 

ctg gag ttc cgc aaa gac teg age tat gag ctg cag gtg egg gca ggg 1047 
Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 
190 195 200 

ccc atg cct ggc tec tec tac cag ggg acc tgg agt gaa tgg agt gac 1095 
Pro Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp 
205 210 215 

ccg gtc ate ttt cag acc cag tea gag gag tta aag gaa ggc tgg aac 1143 
Pro Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 225 230 235 

cct cac ctg ctg ctt etc etc ctg ctt gtc ata gtc ttc att cct gec 1191 
Pro His Leu Leu Leu Leu Leu Leu Leu Val lie Val Phe lie Pro Ala 
240 245 250 

ttc tgg age ctg aag acc cat cca ttg tgg agg eta tgg aag aag ata 1239 
Phe Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He 
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255 260 265 



tgg gcc gtc ccc 
Trp Ala Val Pro 
270 

tgc age gga gac ttc aag aaa tgg gtg ggt gca ccc ttc act ggc tec 1335 
Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 
285 290 295 

age ctg gag ctg gga ccc tgg age cca gag gtg ccc tec acc ctg gag 1383 
Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 305 310 315 

gtg tac age tgc cac cca cca egg age ccg gcc aag agg ctg cag etc 1431 
Val Tyr Ser Cys His Pro Pro Arg Ser Pro Ala Lys Arg Leu Gin Leu 
320 325 330 

acg gag eta caa gaa cca gca gag ctg gtg gag tct gac ggt gtg ccc 1479 
Thr Glu Leu Gin Glu Pro Ala Glu Leu Val Glu Ser Asp Gly Val Pro 
335 340 345 



age cct gag egg ttc ttc atg ccc ctg tac aag ggc 1287 
Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 
275 280 



aag ccc age ttc tgg ccg aca gcc cag aac teg ggg ggc tea get tac 
Lys Pro Ser; Phe Trp Pro Thr Ala Gin Asn Ser Gly Gly Ser Ala Tyr 
350 355 360 



1527 
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tac ggc ctg gtg tec att gac aca gtg 1575 
Tyr Gly Leu Val Ser He Asp Thr Val 
375 

act gtg eta gat gca gag ggg cca tgc acc tgg ccc tgc age tgt gag 1623 
Thr Val Leu Asp. Ala Glu Gly Pro Cys Thr Trp Pro Cys Ser Cys Glu 
380 385 390 395 

gat gac ggc tac cca gec ctg gac ctg gat get ggc ctg gag ccc age 1671 
Asp Asp Gly Tyr Pro Ala Leu Asp Leu Asp Ala Gly Leu Glu Pro Ser 
400 405 410 

cca ggc eta gag gac cca etc ttg gat gca ggg acc aca gtc ctg tec 1719 
Pro Gly Leu Glu Asp Pro Leu Leu Asp Ala Gly Thr Thr Val Leu Ser 
415 420 425 

tgt ggc tgt gtc tea get ggc age cct ggg eta gga ggg ccc ctg gga 1767 
Cys Gly Cys Val Ser Ala Gly Ser Pro Gly Leu. Gly Gly Pro Leu Gly 
430 435 440 

age etc ctg gac aga eta aag cca ccc ctt gca gat ggg gag gac tgg 1815 
Ser Leu Leu Asp Arg Leu Lys Pro Pro Leu Ala Asp Gly Glu Asp Trp 
445 450 455 

get ggg gga ctg ccc tgg ggt 
Ala Gly Gly Leu Pro Trp Gly 



agt gag gag agg gat egg cca 
Ser Glu Glu Arg Asp Arg Pro 
365 370 



ggc egg tea cct gga ggg gtc tea gag 1863 
Gly Arg Ser Pro Gly Gly Val Ser Glu 
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460 465 470 475 

agt gag gcg ggc tea ccc ctg gec ggc ctg. gat atg gac acg ttt gac 1911 
Ser Glu Ala Gly Ser Pro Leu Ala Gly Leu Asp Met Asp Thr Phe Asp 
480 485 490 

agt ggc ttt gtg tgc tct gac tgc age age cct gtg gag tgt gac ttc 1959 
Ser Gly Phe Val Cys Ser Asp Cys Ser Ser Pro Val Glu Cys Asp Phe 
495 500 505 

acc age ccc ggg gac gaa gga ccc ccc egg age tac etc cgc cag tgg 2007 
Thr Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp 
510 515 520 



2052 



gtg gtc att cct ccg cca ctt teg age cct gga ccc cag gee age 
Val Val He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
525 530 535 



taatgaggct gactggatgt ccagagctgg ccaggccact gggecctgag ccagaaaaaa 2112 



aaa . 2115 



<210> 23 
<211> 411 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> 3'UTR 
<222> (1). . (411) 

<400> 23 

taatgaggct gactggatgt ccagagctgg ccaggccact gggccctgag ccagagacaa 60 
ggtcacctgg gctgtgatgt gaagacacct gcagcctttg gtctcctgga tgggcctttg 120 
agcctgatgt ttacagtgtc tgtgtgtgtg tgcatatgtg tgtgtgtgca tatgcatgtg 180 
tgtgtgtgtg tgtgtcttag gtgcgcagtg gcatgtccac gtgtgtgtga ttgcacgtgc 240 
ctgtgggcct gggataatgc ccatggtact ccatgcattc acctgccctg tgcatgtctg 300 
gactcacgga gctcacccat gtgcacaagt gtgcacagta aacgtgtttg tggtcaacag 360 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 411 

<210> 24 
<211> 877 : 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> 3'UTR 
<222> (1)..(877) 

<400> 24 

taatgaggct gactggatgt ccagagctgg ccaggccact gggccctgag ccagagacaa 60 
ggtcacctgg gctgtgatgt gaagacacct gcagcctttg gtctcctgga tgggcctttg 120 
agcctgatgt ttacagtgtc tgtgtgtgtg tgtgcatatg tgtgtgtgtg catatgcatg 180 
tgtgtgtgtg tgtgtgtctt aggtgcgcag tggcatgtcc acgtgtgtgt gtgattgcac 240 
gtgcctgtgg gcctgggata atgcccatgg tactccatgc attcacctgc cctgtgcatg 300 
tctggactca cggagctcac ccatgtgcac aagtgtgcac agtaaacgtg tttgtggtca 360 
acagatgaca acagccgtcc tccctcctag ggtcttgtgt tgcaagttgg tccacagcat 420 
ctccggggct ttgtgggatc agggcattgc ctgtgactga ggcggagccc agccctccag 480 
cgtctgcctc caggagctgc aagaagtcca tattgttcct tatcacctgc caacaggaag 540 
cgaaagggga tggagtgagc ccatggtgac ctcgggaatg gcaatttttt gggcggcccc 600 
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tggacgaagg tctgaatccc gactctgata ccttctggct gtgctacctg agccaagtcg 660 
cctcccctct ctgggctaga gtttccttat ccagacagtg gggaaggcat gacacacctg 720 
ggggaaattg gcgatgtcac ccgtgtacgg tacgcagccc agagcagacc ctcaataaac 780 
gtcagcttcc ttccttctgc ggccagagcc gaggcgggcg ggggtgagaa catcaatcgt 840 
cagcgacaaa aaaaaaaaaa aaaaaaaaaa aaaaaaa 877 

<210> 25 
<211> 2791 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> 3'UTR 
<222> (1). .(2791) 

<400> 25 

taatgaggct gactggatgt ccagagctgg ccaggccact gggccctgag ccagagacaa 60 
ggtcacctgg.gctgtgatgt gaagacacct gcagcctttg gtctcctgga tgggcctttg 120 
agcctgatgt ttacagtgtc tgtgtgtgtg tgtgcatatg tgtgtgtgtg catatgcatg 180 
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tgtgtgtgtg tgtgtgtctt aggtgcgcag tggcatgtcc acgtgtgtgt gtgattgcac 240 
gtgcctgtgg gcctgggata atgcccatgg tactccatgc attcacctgc cctgtgcatg 300 
tctggactca cggagctcac ccatgtgcac aagtgtgcac agtaaacgtg tttgtggtca 360 
acagatgaca acagccgtcc tccctcctag ggtcttgtgt tgcaagttgg tccacagcat 420 
ctccggggct ttgtgggatc agggcattgc ctgtgactga ggcggagccc agccctccag 480 
cgtctgcctc caggagctgc aagaagtcca tattgttcct tatcacctgc caacaggaag 540 
cgaaagggga tggagtgagc ccatggtgac ctcgggaatg gcaatttttt gggcggcccc 600 
tggacgaagg tctgaatccc gactctgata ccttctggct gtgctacctg agccaagtcg 660 
cctcccctct ctgggctaga gtttccttat ccagacagtg gggaaggcat gacacacctg 720 
ggggaaattg gcgatgtcac ccgtgtacgg tacgcagccc agagcagacc ctcaataaac 780 
gtcagcttcc ttccttctgc ggccagagcc gaggcgggcg ggggtgagaa catcaatcgt 840 
cagcgacagc ctgggcaccc gcggggccgt cccgcctgca gagggccact cgggggggtt 900 
tccaggctta aaatcagtcc gtttcgtctc ttggaaacag ctccccacca accaagattt 960 
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ctttttctaa cttctgctac taagttttta aaaattccct ttatgcaccc aagagatatt 1020 
tattaaacac caattacgta gcaggccatg gctcatggga cccacccccc gtggcactca 1080 



tggagggggc tgcaggttgg aactatgcag tgtgctccgg ccacacatcc tgctgggccc 1140 



cctaccctgc cccaattcaa tcctgccaat aaatcctgtc ttatttgttc atcctggaga 1200 



attgaaggga ggtcaagttg tttgtcaatg atttgtcaga gaacctgttg aaatgtgaat 1260 



taagaagcta agaaaatatt tcttagcaac attttctttt tctttttttt ttttttcttt 1320 



tgagacagag tctcactctc gtcgcccagg ctggaatgca gtggtgcgat ctcggctctc 1380 



tgcaacctct gtctcccggg ttcaagcgat ttcctgcgtc agccccagag tagctggaat 1440 
tacaggcaca caccaccacg cctggctaat ttttgtattt ttagtagagc tggggccacc 1500 
ctggcccggc cccgtcttcc tccccaaagg tcagactgca ggctgcaggg ctgtgctgga 1560 
ggagccagct ctagctcacc catgcttttg caacagggtc gggttggaag tcagcacagg 1620 
tcagtcctgc ggaaggttcc ttcgtgactc atctgtgaag tggggtggtt gggagaggta 1680 
gctgagagaa tgcatgagag tcctcggtgc ctggcaggag gctggaaggt tctagaacac 1740 
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tgatggttat aagagtggga ctgtgagcct gggatcgggg ggtgtgagac ttggatggga 1800 
gcacaagagt ggaaacacag cttctgcacg gagcaggcgc agccctcaac accccgtgca 1860 
cctgcaccct agggactctt gggtccagat gtgctgtggt tttcacacct tcttgggggc 1920 
aacaggttcc aggagccacc tgtgggtgcc acctgagcca caggctccca ggaaagcagc 1980 
acagctctcc tgcacccaga gcttgctggg tggcggaggg gaacacagat ggttggggaa 2040 
ggcctgaggc cagattgggg gactctggac tggggcagat gaggctcctc agaatcccac 2100 
ctttgaaggg aactcagctt ataaacacag aggagcaaag ttggagggcc gggcgtagtg 2160 
gctcacacct gtgatctcag cactttggga ggccaaggaa ggtggatcac ttgaggccag 2220 
gagttcgaga ccagcctggg caacatagca aggccccatc tctacaaaaa ttattatttt 2280 
ttaaaaaaat tagccaggtg tggtggtgct tgcctatagt cccagctact cgggaggcta 2340 
aggtgggagg atcgctggag cccaggaatt tgaggctgca gtgagctgtg attacaccgt 2400 
tgcactccag cctgggtcac agatcaagac cctgtctctt aaaaataaaa gttggagaca 2460 
agagctggct cacctgaaag gagggattag taggtaggag ggtggatgga ggatggatgg 2520 
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atgtgtgggt ggataggaag atggtattaa gttggtgcaa aagtctttga tattactctt 2580 
aatggcttta ataaaaagct tgaaggaaga atgattggtt ggatagacag agataaatgc 2640 
atactggaaa caaagataaa gataaaacac aagttatacc aggccagcaa ctctattttg 2700 
ttcactgcct ttagtcccag cctggcacat agtaggcact caataaagcc tgatttgtag 2760 
caaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 2791 



<210> 26 
<211> 907 
<212> DNA 

<213> Homo sapiens 

<220> - 
<221> 3'UTR 
<222> (1). .(907) 

<400> 26 

tgagctgcag gtgcgggcag ggcccatgcc tggctcctcc taccagggga cctggagtga 



atggagtgac ccggtcatct ttcagaccca gtcagaggag ttaaaggaag gctggaaccc 
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tcacctgctg cttctcctcc tgcttgtcat agtcttcatt cctgccttct ggagcctgaa 180 
gacccatcca ttgtggaggc tatggaagaa gatatgggcc gtccccagcc ctgagcggtt 240 
cttcatgccc ctgtacaagg gctgcagcgg agacttcaag aaatgggtgg gtgcaccctt 300 
cactggctcc agcctggagc tgggaccctg gagcccagag gtgccctcca ccctggaggt 360 
gtacagctgc cacccaccca gcagccctgt ggagtgtgac ttcaccagcc ccggggacga 420 
aggacccccc cggagctacc tccgccagtg ggtggtcatt cctccgccac tttcgagccc 480 
tggaccccag gccagctaat gaggctgact ggatgtccag agctggccag gccactgggc 540 
cctgagccag agacaaggtc acctgggctg tgatgtgaag acacctgcag cctttggtct 600 
cctggatggg cctttgagcc tgatgtttac agtgtctgtg tgtgtgtgca tatgtgtgtg 660 
tgtgcatatg catgtgtgtg tgtgtgtgtg tcttaggtgc gcagtggcat gtccacgtgt 720 
gtgtgattgc acgtgcctgt gggcctggga taatgcccat ggtactccat gcattcacct 780 
gccctgtgca tgtctggact cacggagctc acccatgtgc acaagtgtgc acagtaaacg 840 
tgtttgtggt caacagaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 900 
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aaaaaaa 907 



<210> 27 
<211> 3818 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 3'UTR 
<222> (1)..(3818) 

<400> 27 

tgagctgcag gtgcgggcag ggcccatgcc tggctcctcc taccagggga cctggagtga 60 
atggagtgac ccggtcatct ttcagaccca gtcagaggag ttaaaggaag gctggaaccc 120 
tcacctgctg cttctcctcc tgcttgtcat agtcttcatt cctgccttct ggagcctgaa 180 
gacccatcca ttgtggaggc tatggaagaa gatatgggcc gtccccagcc ctgagcggtt 240 
cttcatgccc ctgtacaagg gctgcagcgg agacttcaag aaatgggtgg gtgcaccctt 300 
cactggctcc agcctggagc tgggaccctg gagcccagag gtgccctcca ccctggaggt 360 
gtacagctgc cacccaccac ggagcccggc caagaggctg cagctcacgg agctacaaga 420 
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accagcagag ctggtggagt ctgacggtgt gcccaagccc agcttctggc cgacagccca 480 
gaactcgggg ggctcagctt acagtgagga gagggatcgg ccatacggcc tggtgtccat 540 
tgacacagtg actgtgctag atgcagaggg gccatgcacc tggccctgca gctgtgagga 600 
tgacggctac ccagccctgg acctggatgc tggcctggag cccagcccag gcctagagga 660 
cccactcttg gatgcaggga ccacagtcct gtcctgtggc tgtgtctcag ctggcagccc 720 
tgggctagga gggcccctgg gaagcctcct ggacagacta aagccacccc ttgcagatgg 780 
ggaggactgg gctgggggac tgccctgggg tggccggtca cctggagggg tctcagagag 840 
tgaggcgggc tcacccctgg ccggcctgga tatggacacg tttgacagtg gctttgtggg 900 
ctctgactgc agcagccctg tggagtgtga cttcaccagc cccggggacg aaggaccccc 960 
ccggagctac ctccgccagt gggtggtcat tcctccgcca ctttcgagcc ctggacccca 1020 
ggccagctaa tgaggctgac tggatgtcca gagctggcca ggccactggg ccctgagcca 1080 
gagacaaggt ;cacctgggct gtgatgtgaa gacacctgca gcctttggtc tcctggatgg 1140 
gcctttgagc ctgatgttta ; 6agtgtctgt gtgtgtgtgt gcatatgtgt gtgtgtgcat 1200 
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atgcatgtgt gtgtgtgtgt gtgtcttagg tgcgcagtgg catgtccacg tgtgtgtgtg 1260 
attgcacgtg cctgtgggcc tgggataatg cccatggtac tccatgcatt cacctgccct 1320 
gtgcatgtct ggaetcacgg agctcaccca tgtgcacaag tgtgcacagt aaacgtgttt 1380 
gtggtcaaca gatgacaaca gccgtcctcc ctcctagggt cttgtgttgc aagttggtcc 1440 
acagcatctc cggggctttg tgggatcagg gcattgcctg tgactgaggc ggagcccagc 1500 
cctccagcgt ctgcctccag gagctgcaag aagtccatat tgttccttat cacctgccaa 1560 
caggaagcga aaggggatgg agtgagccca tggtgacctc gggaatggca attttttggg 1620 
cggcccctgg acgaaggtct gaatcccgac tctgatacct tctggctgtg ctacctgagc 1680 
caagtcgcct cccctctctg ggctagagtt tccttatcca gacagtgggg aaggcatgac 1740 
acacctgggg gaaattggcg atgtcacccg tgtacggtac gcagcccaga gcagaccctc 1800 
aataaacgtc agcttccttc cttctgcggc cagagccgag gcgggcgggg gtgagaacat 1860 
caatcgtcag cgacagcctg ggcacccgcg gggccgtccc gcctgcagag ggccactcgg 1920 
gggggtttcc aggcttaaaa tcagtccgtt tcgtctcttg gaaacagctc cccaccaacc 1980 
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aagatttctt tttctaactt ctgctactaa gtttttaaaa attcccttta tgcacccaag 2040 
agatatttat taaacaccaa ttacgtagca ggccatggct catgggaccc accccccgtg 2100 
gcactcatgg agggggctgc aggttggaac tatgcagtgt gctccggcca cacatcctgc 2160 
tgggccccct accctgcccc aattcaatcc tgccaataaa tcctgtctta tttgttcatc 2220 
ctggagaatt gaagggaggt caagttgttt gtcaatgatt tgtcagagaa cctgttgaaa 2280 
tgtgaattaa gaagctaaga aaatatttct tagcaacatt ttctttttct tttttttttt 2340 
tttcttttga gacagagtct cactctcgtc gcccaggctg gaatgcagtg gtgcgatctc 2400 
ggctctctgc aacctctgtc tcccgggttc aagcgatttc ctgcgtcagc cccagagtag 2460 
ctggaattac aggcacacac caccacgcct ggctaattU tgtattttta gtagagctgg 2520 
ggccaccctg gcccggcccc gtcttcctcc ccaaaggtca gactgcaggc tgcagggctg 2580 
tgctggagga gccagctcta gctcacccat gcttttgcaa cagggtcggg ttggaagtca 2640 
gcacaggtca gtcctgcgga aggttccttc gtgactcatc tgtgaagtgg ggtggttggg 2700 
agaggtagct gagagaatgc atgagagtcc tcggtgcctg gcaggaggct ggaaggttct 2760 
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agaacactga tggttataag agtgggactg tgagcctggg atcggggggt gtgagacttg 2820 



gatgggagca caagagtgga aacacagctt ctgcacggag caggcgcagc cctcaacacc 2880 



ccgtgcacct gcaccctagg gactcttggg tccagatgtg ctgtggtttt cacaccttct 2940 



tgggggcaac aggttccagg agccacctgt gggtgccacc tgagccacag gctcccagga 3000 
aagcagcaca gctctcctgc acccagagct tgctgggtgg cggaggggaa cacagatggt 3060 



tggggaaggc ctgaggccag attgggggac tctggactgg ggcagatgag gctcctcaga 3120 



atcccacctt tgaagggaac tcagcttata aacacagagg agcaaagttg gagggccggg 3180 



cgtagtggct cacacctgtg atctcagcac tttgggaggc caaggaaggt ggatcacttg 3240 
aggccaggag ttcgagacca gcctgggcaa catagcaagg ccccatctct acaaaaatta 3300 
ttatttttta aaaaaattag ccaggtgtgg tggtgcttgc ctatagtccc agctactcgg 3360 



gaggctaagg tgggaggatc gctggagccc aggaatttga ggctgcagtg agctgtgatt 3420 
acaccgttgc actccagcct gggtcacaga tcaagaccct gtctcttaaa aataaaagtt 3480 
ggagacaaga gctggctcac ctgaaaggag ggattagtag gtaggagggt ggatggagga 3540 
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tggatggatg tgtgggtgga taggaagatg gtattaagtt ggtgcaaaag tctttgatat 3600 
tactcttaat ggctttaata aaaagcttga aggaagaatg attggttgga tagacagaga 3660 
taaatgcata ctggaaacaa agataaagat aaaacacaag ttataccagg ccagcaactc 3720 
tattttgttc actgccttta gtcccagcct ggcacatagt aggcactcaa taaagcctga 3780 
tttgtagcaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 3818 

<210> 28 
<211> 330 
<212> DNA 

<213> Mus musculus 

<220> - 
<223> priier sequence (1-30, 301-330) 
mouse cDNA sequence( 31-300) 

<400> 28 

ccggctcccc ctttcaacgt gactgtgacc ttctcaggac agtataatat ctccaggcgc 60 
tcagattacg aagaccctgc cttctacatg ctgaagggca agcttcagta tgagctgcag 120 



WO 99/67290 PCT/JP99/033S1 

82/83 

tacaggaacc ggggagaccc ctgggctgtg agtccgagga gaaagctgat ctcagtggac 180 
tcaagaagtg tctccctcct ccccctggag ttccgcaaag actcgagcta tgagctgcag 240 
gtgcgggcag ggcccatgcc tggctcctcc taccagggga cctggagtga atggagtgac 300 
ccggtcatct ttcagaccca gtcagagggt 330 

<210> 29 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Artificially Synthesized Primer Sequence 
<400> 29 - 

tccaggcgct cagattacga agaccctgcc 30 

<210> 30 

<211> 30 

<212> DNA • 

<213> Artificial Sequence 
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<220> 

<223> Artificially Synthesized Primer Sequence 
<400> 30 

ACTCCAGGTC CCCTGGTAGG AGGAGCCAGG 30 
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